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ALIGNMENTS 



RESULT 1 
ABG76923 

ID ABG76923 standard; protein; 132 AA. 
XX 

AC ABG7 692 3; 
XX 

DT 05-NOV-2002 (first entry) 
XX 

DE Mouse 3D6 VL protein. 
XX 

KW Mouse; humanized; immunoglobulin; Ig; light chain; LC; heavy chain; HC; 

KW variable region complementarity determining region; 3D6; 10D5; 

KW variable framework region; amyloidogenic disease; Alzheimer's disease; 

KW amyloid deposit; variable light chain; VL; variable heavy chain; VH; 

KW nootropic; neuroprotective; inhibitor of beta amyloid accumulation; 

KW Abeta. 



XX 

OS Mus musculus. 
XX 

PN WO200246237-A2. 
XX 

PD 13-JUN-2002. 
XX 

PF 06-DEC-2001; 2001WO-US04 6587 . 
XX 

PR 06-DEC-2000; 2000US-0251892P . 
XX 

PA (NEUR-) NEURALAB LTD. 

PA (AMHP ) WYETH. 

XX 

PI Basi G, Saldanha J, Yednock T; 
XX 

DR WPI; 2002-519658/55. 

DR N-PSDB; ABS59426. 
XX 

PT Novel light/heavy chain of humanized immunoglobulin for treating 

PT amyloidogenic disease, has 3D6/10D5 variable region complementarity 

PT determining regions and variable framework region from human acceptor 

PT immunoglobulin. 
XX 

PS Claim 67; Fig 1; 171pp; English. 
XX 

CC The present invention relates to new humanized immunoglobulin (Ig) light 

CC chain (LC) or heavy chain (HC) comprising variable region complementarity 

CC determining regions from 3D6/10D5 Ig LC or HC variable region sequence, 

CC and variable framework region from human acceptor Ig LC or HC sequence. 

CC The invention is useful for preventing or treating an amyloidogenic 

CC disease or Alzheimer's disease in a patient. The invention is also useful 

CC for in vivo imaging amyloid deposits in a patient. The present amino acid 

CC sequence represents a mouse 3D6/10D5 variable light (VL) chain or 

CC variable heavy (VH) chain protein of the invention 

XX 

SQ Sequence 132 AA; 

Query Match 100.0%; Score 692; DB 5; Length 132; 
Best Local Similarity 100.0%; Pred. No. 4.7e-55; 

Matches 132; Conservative 0; Mismatches 0; Indels 0; Gaps 0 

Qy 1 MMS PAQFL FLLVLWI RETNGYWMTQT PLT LSVT I GQPAS I S CKS SQS LLDSDGKT YLNW 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I M I I II I I 

Db 1 MMS PAQFLFLLVLWIRETNGYWMTQTPLTLSVTI GQPAS I SCKS SQS LLDSDGKT YLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 



Db 



61 




120 



121 



RTFGGGTKLEIK 132 



Db 



121 



RTFGGGTKLEIK 132 



RESULT 2 
ABB79729 



ID ABB79729 standard; protein; 135 AA. 
XX 

AC ABB7 972 9; 
XX 

DT 29-OCT-2002 (first entry) 
XX 

DE Anti-Streptococcus mutans surface antigen MAb SWLA3 VL. 
XX 

KW Streptococcus mutans; monoclonal antibody; MAb; mouse; chimeric antibody; 

KW antibody; anticaries; transgenic plant; transgenic animal; caries; 

KW immunotherapy; therapy. 
XX 

OS Mus musculus. 
XX 

PN US2002068066-A1. 
XX 

PD 06-JUN-2002. 
XX 

PF 15-JUN-2001; 2001US-00881823 . 
XX 

PR 20-AUG-1999; 99US-00378577 . 
XX 

PA (SHIW/) SHI W. 

PA (MORR/) MORRISON S L. 

PA (TRIN/) TRINH K. 

PA (WIMS/) WIMS L. 

PA (CHEN/) CHEN L. 

PA (ANDE/) ANDERSON M H. 

XX 

PI Shi W, Morrison SL, Trinh K, Wims L, Chen L, Anderson MH; 
XX 

DR WPI; 2002-565838/60. 

DR N-PSDB; ABN84610. 
XX 

PT Treatment and prevention of dental caries in mammals, in particular 

PT humans by orally administering genetically engineered or purified 

PT antibodies that bind to surface antigens of carcinogenic organisms. 
XX 

PS Claim 13; Fig 3A; 30pp; English. 
XX 

CC The present sequence is the protein sequence of the light chain variable 

CC region (VL) of the murine monoclonal antibody SWLA3 (IgG) , which binds 

CC specifically to the surface antigens of cariogenic type c Streptococcus 

CC mutans (ATCC 25175) . The monoclonal antibody is produced by SWLA3 (ATCC 

CC HB 12558) hybridoma cells. In an example from the invention, chimeric 

CC monoclonal antibody TEFE was produced comprising SWLA3 variable regions 

CC and human antibody constant regions. Such chimeric monoclonal antibodies 

CC can be used to prevent or treat dental caries in humans. The antibodies 

CC engage the effector apparatus of the human immune system when they bind 

CC cariogenic organisms, resulting in their destruction. The chimeric 

CC antibodies may be produced in edible plants, in transgenic animals, or in 

CC chicken eggs for oral ingestion 
XX 

SQ Sequence 135 AA; 

Query Match 93.9%; Score 650; DB 5; Length 135; 
Best Local Similarity 93.2%; Pred. No. 3.1e-51; 



Matches 123; Conservative 5; Mismatches 4; Indels 0; Gaps 0 



Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I! I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I : I I I : I 
Db 1 MMSPAQFLFLLVLWIRETNGDWMTQTPLTLSVTIGQPASISCKSSQSLLDRDGRTYLSW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I I I II I I I I I I I I I I ! I I I I I I I I 1 I 1 I I I I I I I I I I I I I ! I : I I I I I I : I I I II I If I I 
Db 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFP 12 0 

Qy 121 RTFGGGTKLEIK 132 

I I I II I I I : I 
Db 121 LTFGAGTKLELK 132 



ABP58274; 

23-OCT-2003 (revised) 
31-MAR-2003 (first entry) 

Humanised 3D6 antibody light chain. 

Monoclonal antibody; 3D6; complementarity determining region; CDR; mouse; 
human; humanised antibody; antibody; Alzheimer's disease; 

Down's syndrome; cerebral amyloid angiopathy; neuroprotective; nootropic. 

Mus sp. 
Homo sapiens. 
Chimeric. 



RESULT 3 
ABP58274 

ID ABP58274 standard; protein; 239 AA. 
XX 
AC 
XX 
DT 
DT 
XX 
DE 
XX 
KW 
KW 
KW 
XX 
OS 
OS 
OS 
XX 
FH 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
XX 
PN 
XX 
PD 
XX 
PF 
XX 
PR 
XX 



Key 

Peptide 
Protein 



Region 
Region 
Region 
Region 



Location/Qualifiers 
1. .20 

/label= Signal_peptide 
21. .23 9 

/label= Mature_peptide 

/note= "the mature light chain is claimed in Claim 5" 
21. .133 

/note= "light chain variable region, claimed in Claim 4" 
44. .59 
/note= "CDRl" 
75. .81 
/note= "CDR2" 
114. .122 
/note= "CDR3" 



WO200288306-A2. 
07-NOV-2002 . 

26-APR-2002; 2002WO-US011853 
30-APR-2001; 2001US-0287539P 



PA (ELIL ) LILLY & CO ELI . 
XX 

PI Tsurushita N, Vasquez M; 
XX 

DR WPI; 2003-183835/18, 

DR N-PSDB; ABZ24632, ABZ24634. 

XX 

PT New humanized forms of mouse 3D6 antibodies, useful for treating Down's 

PT syndrome, (pre- ) clinical Alzheimer's disease or (pre- ) clinical cerebral 

PT amyloid angiopathy, or for inhibiting formation of or reducing Abeta 

PT plaque in the brain. 
XX 

PS Disclosure; Page 12-13; 54pp; English. 
XX 

CC The present sequence is that of a preferred light chain of a humanised 

CC antibody of the present invention. In the variable region of this 

CC sequence, the complementarity determining regions (CDRs) originate from 

CC murine monoclonal antibody 3D6 and the framework region from human 

CC germline Vk segment DPK19 and J segment Jk4. Novel humanised antibodies 

CC of the invention have CDRs from 3D6 and human framework sequences. These 

CC humanised antibodies have binding affinities (affinity and epitope 

CC location) approximately the same as those of the mouse 3D6 antibody. The 

CC invention includes antibodies, single chain antibodies, and their 

CC fragments, as well as nucleotide sequences, vectors, transformed host 

CC cells, and methods of using the humanised antibody to treat, prevent, 

CC alleviate, reverse or otherwise ameliorate symptoms and/or pathology 

CC associated with Down's syndrome, (pre- ) clinical Alzheimer's disease or 

CC (pre-) clinical cerebral amyloid angiopathy, and to inhibit formation or 

CC reduce Abeta plaque in the brain. (Updated on 23-OCT-2003 to standardise 

CC OS field) 

XX 

SQ Sequence 239 AA; 

Query Match 93.1%; Score 644; DB 6; Length 239; 

Best Local Similarity 90.9%; Pred. No. 2.1e-50; 

Matches 12 0; Conservative 9; Mismatches 3; Indels 0; Gaps 0 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I I I I I I I I I I I I I : I I : I I I : I I I I I I II I I I I I I I I I I I I I I I I I 
Db 1 MMSPAQFLFLLVLWIRETNGDWMTQSPLSLPVTLGQPASISCKSSQSLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I I : I I I I I I I I I I I I I I I I I : I I I I I I I I I I I I I I : I I I I : I : I I I I II I I II 
Db 61 LQQRPGQSPRRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 120 

Qy 121 RTFGGGTKLEIK 132 

I I I I I I I I : I I I 
Db 121 RTFGGGTKVEIK 132 



RESULT 4 
AAR12361 

ID AAR12361 standard; protein; 132 AA. 
XX 

AC AAR12361; 
XX 

DT 25-MAR-2003 (revised) 



DT 15-AUG-1991 (first entry) 
XX 

DE Light (kappa) chain variable region of murine 4D12 immunoglobulin . 
XX 

KW Chimeric antibodies; immunoconj ugates ; HIV; AIDS. 
XX 

OS Mus musculus. 
XX 

PN WO9107493-A. 
XX 

PD 30-MAY-1991. 
XX 

PF 13-NOV-1989; 89US-00433730 . 
XX 

PR 13-NOV-1989; 89US-00433730 . 
XX 

PA (XOMA ) XOMA CORP. 

PA (GREC ) GREEN CROSS CORP. 

XX 

PI Better MD, Horwitz AH, Ghoshdasti P, Robinson R; 
XX 

DR WPI; 1991-178105/24. 

DR N-PSDB; AAQ12063. 
XX 

PT New chimeric mouse-human antibodies - used to detect, kill and remove HIV 

PT -1 antigen from sample. 

XX 

PS Disclosure; Fig 18; 107pp; English. 
XX 

CC This is the light (kappa) - chain variable (V) region of a mouse 

CC monoclonal antibody (MAb) , 4D12, and is specific for an HIV-1 viral 

CC antigen. It is used in the construction of a chimeric MAb comprising 

CC heavy and light chains having murine V regions and human C regions . The 

CC chimeric MAbs are more effective than murine MAb 4D12 since they have an 

CC increased compatibility in humans. The heavy and light chain V-regions 

CC are joined by manipulating their respective joining (J) regions, to 

CC generate restriction enzyme recognition sites. The chimeric MAbs can be 

CC used as immunoconj ugates , in association with e.g. toxins for HIV 

CC treatment. They can also be used in diagnosis of HIV. See also AAQ12056- 

CC 62. (Updated on 25-MAR-2003 to correct PA field.) (Updated on 25-MAR-2003 

CC to correct PI field.) (Updated on 25-MAR-2003 to correct DR field.) 

XX 

SQ Sequence 132 AA; 



Query Match 92.6%; Score 641; DB 2; Length 132; 

Best Local Similarity 90.9%; Pred. No. 2e-50; 

Matches 12 0; Conservative 7; Mismatches 5; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I! I I II I I II II I I I I I I I I I I i : I I I 
Db 1 MMSPAQFLFLLVLWIRETNGDVVMTQTPLTLSVTIGQPASFSCKSSQSLLDSDGKTFLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I I I I II I II I I : II I I I I I I I M I I I I I II II I I I I I I I II : I I I I I I : I I I I I I : I I I 
Db 61 FLQRPGQSPKRLLYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGSHFP 12 0 



Qy 



121 RTFGGGTKLEIK 132 



Db 121 ITFGAGTKLELR 132 



RESULT 5 
ABG76925 

ID ABG76925 standard; protein; 132 AA. 
XX 

AC ABG7692 5; 
XX 

DT 05-NOV-2002 (first entry) 
XX 

DE Humanised 3D6 light chain variable region #1. 
XX 

KW Mouse; humanized; immunoglobulin; Ig; light chain; LC; heavy chain; HC; 

KW variable region complementarity determining region; 3D6; 10D5; 

KW variable framework region; amyloidogenic disease; Alzheimer's disease; 

KW amyloid deposit; variable light chain; VL; variable heavy chain; VH; 

KW nootropic; neuroprotective; inhibitor of beta amyloid accumulation; 

KW Abeta. 

XX 

OS Homo sapiens. 

OS Mus mus cuius. 

OS Synthetic. 
XX 

PN WO200246237-A2. 
XX 

PD 13-JUN-2002. 
XX 

PF 06-DEC-2001; 2 0 0 1WO-US04 65 87 . 
XX 

PR 06-DEO2000; 2000US-0251892P . 
XX 

PA (NEUR-) NEURALAB LTD. 

PA (AMHP ) WYETH. 

XX 

PI Basi G, Saldanha J, Yednock T; 
XX 

DR WPI; 2002-519658/55. 
XX 

PT Novel light/heavy chain of humanized immunoglobulin for treating 

PT amyloidogenic disease, has 3D6/10D5 variable region complementarity 

PT determining regions and variable framework region from human acceptor 

PT immunoglobulin. 
XX 

PS Claim 54; Page 154; 171pp; English. 
XX 

CC The present invention relates to new humanized immunoglobulin (Ig) light 

CC chain (LC) or heavy chain (HC) comprising variable region complementarity 

CC determining regions from 3D6/10D5 Ig LC or HC variable region sequence, 

CC and variable framework region from human acceptor Ig LC or HC sequence. 

CC The invention is useful for preventing or treating an amyloidogenic 

CC disease or Alzheimer's disease in a patient. The invention is also useful 

CC for in vivo imaging amyloid deposits in a patient. The present amino acid 

CC sequence represents a humanized 3D6 variable light (VL) chain or variable 

CC heavy (VH) chain protein of the invention 
XX 



SQ Sequence 132 AA; 



Query Match 92.5%; Score 640; DB 5; Length 132; 

Best Local Similarity 90.2%; Pred. No. 2.5e-50; 

Matches 119; Conservative 10; Mismatches 3; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I 1 I I I I I I I I I II I : I I : I II I : I I I I I II I II II I I I I I I I I I I I 
Db 1 MMSPAQFLFLLVLWIRETNGYWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I I I : I I I I I : I I II I I I I I I I I I I I I I : I I I I I I I I I II I I I : I I I I : I : I I I I I I I II I 
Db 61 LLQKPGQSPQRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 12 0 

Qy 121 RTFGGGTKLEIK 132 

I I I I 111:111 
Db 121 RTFGQGTKVEIK 132 



RESULT 6 




AAR12239 




J. u 


aZVRl99^Q cjfanrlarH* nrnt-pin ' 1^1 AA 




yy 

.A. .A. 






AP 


AARl ?? 39 ; 




yy 

A A 






U L 


O c,_MAT? — 9 f) 0 ^ /rpui <;pH1 

Z. >J I Lr\l\ £ \J \J O \ ICVloCU/ 




DT 


19-AUG-1991 (first entrv) 




yy 

A A 






DE 


Mouse MAb 4D12 L chain V reaion. 




yy 

A A 






KW 


HIV— 1; chimera. 




XX 






OS 


Mus sp. 




XX 






PN 


WO9107494-A. 




XX 






PD 


30-MAY-1991. 




XX 






PF 


13-NOV-198 9; 89US-004337 03 . 




XX 






PR 


13-NOV-198 9; 89US-00433703 . 




XX 






PA 


(XOMA ) XOMA CORP. 




PA 


(GREC ) GREEN CROSS CORP. 




PA 


(ZOMA-) ZOMA CORP. 




XX 






PI 


Better MD, Horwitz AH, Ghoshdasti P, 


Robinson RR; 


XX 






DR 


WPI; 1991-178106/24. 




DR 


N-PSDB; AAQ12019. 




XX 






PT 


New chimeric mouse human antibodies - 


used in treatment, diagnosis and 


PT 


prophylaxis of HIV infections. 




XX 






PS 


Disclosure; Fig 18; 108pp; English. 




XX 






cc 


The mouse VL gene product may be used 


to produce chimeric mouse- human 



cc 
cc 
cc 
cc 
cc 

XX 
SQ 



Abs against HIV-1 comprising human Ig constant regions and murine 
variable regions. These novel sequence are useful in treatment, diagnosis 
and prophylaxis of HIV infections, and may be produced by a bacterial, 
yeast or mammalian expression system. (Updated on 25-MAR-2003 to correct 
PA field.) (Updated on 25-MAR-2003 to correct PI field.) 

Sequence 131 AA; 



Query Match 92.3%; Score 639; DB 2; Length 131; 

Best Local Similarity 91.6%; Pred. No. 3e-50; 

Matches 120; Conservative 6; Mismatches 5; Indels 0; 



Gaps 



0; 



Qy 

Db 

Qy 

Db 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I II I I I : I I I 

1 MMSPAQFLFLLVLWIRETNGDWMTQTPLTLSVTIGQPASFSCKSSQSLLDSDGKTFLNW 60 

61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I I I I I : I I I I I I I I I I I I I I II II I I I I I I I I I I I : I I I I I I : I I I I I I : I I I 

61 FLQRPGQSPKRLLYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVTYCWQGSHFP 120 



Qy 

Db 



121 RTFGGGTKLEI 131 

II I Mill: 

121 ITFGAGTKLEL 131 



RESULT 7 


ABG74244 


ID 


ABG74244 standard; protein; 132 AA. 


XX 




AC 


ABG7424 4; 


XX 




DT 


22-APR-2003 (first entry) 


XX 




DE 


Mouse antibody 3D8 light chain variable region. 


XX 




KW 


T-cell receptor; cytostatic; dermatological; neuroprotective; 


KW 


immunostimulant; GD3; ganglioside antigen; MB3.6; PSMA; tumour; 3D8; 4D4; 


KW 


3E11; prostate-specific membrane antigen; zeta signalling chain; 


KW 


CD8alpha hinge; cancer; melanoma; neuroendocrine tumour; prostate cancer; 


KW 


small cell lung cancer; light chain variable region; mouse. 


XX 




OS 


Mus sp. 


XX 




PN 


US2002132983-A1. 


XX 




PD 


19-SEP-2002. 


XX 




PF 


10-DEC-2001; 2 001US- 000 0 677 3 . 


XX 




PR 


30-NOV-2000; 2 OOOUS-0250087P . 


PR 


30-NOV-2000; 2000US-0250089P . 


XX 




PA 


(JUNG/) JUNGHANS R P. 


XX 




PI 


Junghans RP; 


XX 




DR 


WPI; 2003-208946/20. 



DR N-PSDB; ABX16570. 
XX 

PT New chimeric molecule useful in treating patients with disorders , such as 

PT melanoma, neuroendocrine disorders, prostate and small cell lung cancer 

PT comprises GD3 and/or PSMA binding domains of antibody. 
XX 

PS Disclosure; Page 13; 35pp; English. 
XX 

CC The invention relates to a chimaeric molecule comprising the GD3 

CC (ganglioside antigen) binding domain of antibody MB3.6, with any of 3 

CC variable gene sequences, or the PSMA (prostate-specific membrane antigen) 

CC binding domain of antibody 3D8, 4D4 and 3E11, with variable gene 

CC sequences, the zeta signalling chain of the T cell receptor and an 

CC intervening CD8alpha hinge in which cysteine residues have been mutated. 

CC The chimaeric molecules expressed in T cells or NK cells or other 

CC effector cells are useful in treating patients with cancers expressing 

CC the GD3 (MB3.6 derivatives) or PSMA antigen (3D8, 4D4, 3E11 derivatives), 

CC and/or together with each other or with heterologous constructs to engage 

CC additional stimulatory and functional properties of the effector cells to 

CC enhance the antitumour therapeutic efficacy (claimed) . They are 

CC particularly useful in disorders including melanoma, neuroendocrine 

CC tumours and prostate and small cell lung cancer. The present sequence 

CC represents the mouse antibody 3D8 light chain variable region 

XX 

SQ Sequence 132 AA; 

Query Match 91.9%; Score 636; DB 6; Length 132; 

Best Local Similarity 93.9%; Pred. No. 5.7e-50; 

Matches 123; Conservative 4; Mismatches 4; Indels 0; Gaps 0 

Qy 2 MSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

I I I I I I I I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I : I I I I I I I I 
Db 1 MSPAQFLFLLVLWIQETNGDWMTQTPLTLSVTIGQPASISCKSSQSLLYSNGKTYLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I : I I I I I I : I I I I I I I I I 
Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCVQGTHFPH 12 0 

Qy 122 TFGGGTKLEIK 132 

I I I I I I I I I I I 
Db 121 TFGGGTKLEIK 131 



RESULT 8 
ABG76931 

ID ABG76931 standard; protein; 132 AA. 
XX 

AC ABG7 6931; 
XX 

DT 05-NOV-2002 (first entry) 
XX 

DE Humanised 3D6 light chain variable region #2. 
XX 

KW Mouse; humanized; immunoglobulin; Ig; light chain; LC; heavy chain; HC; 

KW variable region complementarity determining region; 3D6; 10D5; 

KW variable framework region; amyloidogenic disease; Alzheimer's disease; 

KW amyloid deposit; variable light chain; VL; variable heavy chain; VH; 



KW nootropic; neuroprotective; inhibitor of beta amyloid accumulation; 

KW Abeta. 

XX 

OS Homo sapiens. 

OS Mus mus cuius. 

OS Synthetic. 
XX 

PN WO200246237-A2. 
XX 

PD 13-JUN-2002. 
XX 

PF 06-DEC-2001; 2001WO-US046587 . 
XX 

PR 06-DEC-2000; 2 000US-02518 92P . 
XX 

PA (NEUR-) NEURALAB LTD. 

PA (AMHP ) WYETH . 

XX 

PI Basi G, Saldanha J, Yednock T; 
XX 

DR WPI; 2002-519658/55. 
XX 

PT Novel light/heavy chain of humanized immunoglobulin for treating 

PT amyloidogenic disease, has 3D6/10D5 variable region complementarity 

PT determining regions and variable framework region from human acceptor 

PT immunoglobulin. 
XX 

PS Claim 55; Page 157; 171pp; English. 
XX 

CC The present invention relates to new humanized immunoglobulin (Ig) light 

CC chain (LC) or heavy chain (HC) comprising variable region complementarity 

CC determining regions from 3D6/10D5 Ig LC or HC variable region sequence, 

CC and variable framework region from human acceptor Ig LC or HC sequence. 

CC The invention is useful for preventing or treating an amyloidogenic 

CC disease or Alzheimer's disease in a patient. The invention is also useful 

CC for in vivo imaging amyloid deposits in a patient. The present amino acid 

CC sequence represents a humanized 3D6 variable light (VL) chain or variable 

CC heavy (VH) chain protein of the invention 
XX 

SQ Sequence 132 AA; 

Query Match 91.0%; Score 630; DB 5; Length 132; 
Best Local Similarity 89.4%; Pred. No. 2e-49; 

Matches 118; Conservative 10; Mismatches 4; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 





Db 



1 MMSPAQFLFLLVLWIRETNGDWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 60 



Qy 



61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 



I I I • I I I I I ■ I I M I I I I I I I I I I I I I • I M I II II I I I I II • I I I I • I • M I I 

61 LLQKPGQSPQRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 120 




Db 



Qy 



121 RTFGGGTKLEIK 132 



Db 



121 RTFGQGTKVEIK 132 



RESULT 9 
AAR24712 

ID AAR24712 standard; protein; 132 AA. 
XX 

AC AAR24712; 
XX 

DT 25-MAR-2003 (revised) 

DT 28-DEC-1992 (first entry) 

XX 

DE Sequence encoded by the genomic FIB1-11 kappa chain variable (VFK) gene. 
XX 

KW Chimeric monoclonal antibody; anti-fibrin antibody; PCR; 
KW antithrombotic agent; myocardial infarction therapy. 
XX 

OS Mus mus cuius. 
XX 

FH Key Location/Qualif iers 

FT Peptide 1. .20 

FT /label= leader 

FT Region 21. .43 

FT /label= Framework Region (FR) 1 

FT Region 44. .59 

FT /label= complementarity determining region {CDR)1 

FT Region 60. .74 

FT /label= FR-2 

FT Region 75. .81 

FT /label= CDR-2 

FT Region 82. .112 

FT /label= FR-3 

FT Region 113. .122 

FT /label- CDR-3 

FT Region 123. .132 

FT /label= FR-4 

XX 

PN EP491351-A2. 
XX 

PD 24-JUN-1992. 
XX 

PF 17-DEC-1991; 91EP-00 12 1591 . 
XX 

PR 18-DEC-1990; 90 JP-00413829 . 
PR ll-NOV-1991; 91JP-00294464 . 
XX 

PA (TAKE ) TAKEDA CHEM IND LTD. 
XX 

PI Iwasa S, Tada H, Watanabe T; 
XX 

DR WPI; 1992-209528/26. 
DR N-PSDB; AAQ25665. 
XX 

PT Chimeric monoclonal antibodies - contain anti-human fibrin antibody light 
PT and heavy chain variable and constant for treating thrombotic conditions 
PT e.g. myocardial infarction. 
XX 

PS Example; Fig 1; 87pp; English. 
XX 



CC A genomic DNA library was prepd. from mouse anti-human fibrin specific 

CC antibody producer hybrid FIB1-11. Screening using a 32P- labeled mouse 

CC JK4-5 gene fragment as a hybridisation probe gave three positive 

CC recombinant phage clones. Phage clone KE14 was identified as a clone 

CC contg. a 15kb fragment coding for the VFK gene. The phage clone KE14 was 

CC subcloned in the plasmid vector pUC119 and sequenced. VFK was a 

CC functional VK gene formed by recombination between the VK gene belonging 

CC to the Subgroup II (VKII) and the JK2 gene (see AAQ25665) . (Updated on 25 

CC -MAR-2003 to correct PN field.) 

XX 

SQ Sequence 132 AA; 



Query Match 90.8%; 
Best Local Similarity 91.7%; 
Matches 121; Conservative 



Score 628; DB 2; Length 132; 
Pred. No. 3e-49; 
3; Mismatches 8; Indels 



0; Gaps 



0 



Qy 

Db 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I I I I I I I I III I I I I I I I I I I I I I I Ml I I I I I I I I I I I I I I I I 
1 MMSPAQFLFLLVLWIRETNGDWMAQTPLTLSVTIGQPAFISCTSSQSLLDSDGKTYLNW 60 



Qy 

Db 



61 LLQRPGQS PKRLI YLVSKLDSGVPDRFTGSGSGTDFTLKI SRI EAEDLGLYYCWQGTHFP 120 

I I M I I I I I I I 1 II I I I I I I I I I I I I I I I I I I I I I I I I : I : I I I I I I : I I I I I I III 
61 LLQRPGQS PKRLI YLVSKLYSGVPDRFTGSGSGTAFTLKINRVEAEDLGVYYCWQGIHFP 12 0 



Qy 

Db 



121 RTFGGGTKLEIK 132 

I I I II I I I I I I 
121 YTFGGGTKLEIK 132 



RESULT 10 
AAE07032 

ID AAE07032 standard; protein; 142 AA. 
XX 

AC AAE07032; 
XX 

DT 16-OCT-2001 (first entry) 
XX 

DE Murine antibody 1D9 kappa light chain variable region. 
XX 

KW Murine; humanised antibody; CC-chemokine receptor 2; CCR2 ; nephrotropic; 

KW neuroprotective; immunosuppressive; human immunodeficiency virus; 

KW HIV infection; cytostatic; vasotropic; leukocyte trafficking; allergy; 

KW inflammatory disorder; autoimmune disorder; rheumatoid arthritis; shock; 

KW multiple sclerosis; atherogenesis ; atherosclerosis; restenosis; asthma; 

KW anaphylaxis; malignancy; inflammation; stenosis; allograft rejection; 

KW fibrotic disease; angioplasty; acquired immune deficiency syndrome; AIDS; 

KW inflammatory glomerulopathy; vascular intervention; 

KW neointimal hyperplasia; antibody 1D9 kappa light chain variable region. 
XX 

OS Mus sp. 
XX 

FH Key Location/Qualifiers 

FT Peptide 1. .17 

FT /labels Signal_peptide 

FT Protein 18. .142 

FT /note= "Murine mature antibody 1D9 kappa light chain 

FT variable region" 



FT 
FT 
FT 
FT 



Region 



Region 



18. .130 

/label= Variable_region 
131. .142 

/label= Constant_region 



XX 

PN WO200157226-A1. 
XX 

PD 09-AUG-2001. 
XX 

PF 02-FEB-2001; 2001WO-US003537 . 
XX 

PR 03-FEB-2000; 2000US-004 97 625 . 
XX 

PA (MILL-) MILLENNIUM PHARM INC. 
XX 

PI Larosa GJ, Horvath C, Newman W, Jones ST, O'brien S, O'keefe T; 
XX 

DR WPI; 2001-488888/53. 

DR N-PSDB; AAD13177. 
XX 

PT Humanized immunoglobulin for treating a CC-chemokine receptor 2-mediated 

PT disorder in a patient, comprises a binding specificity for CCR2 , and a 

PT non-human antigen binding region and human immunoglobulin. 
XX 

PS Disclosure; Fig 22; 183pp; English. 
XX 

CC The patent discloses a humanised antibody or its antigen-binding 

CC fragment, having binding specificity for CC-chemokine receptor 2 (CCR2), 

CC comprising an antigen binding region of non-human origin and at least a 

CC portion of an immunoglobulin of human origin. The humanised antibodies 

CC are useful for inhibiting the interaction of a cell expressing CCR2 . They 

CC are useful for inhibiting or treating HIV infection. The proteins of the 

CC invention are useful for inhibiting leukocyte trafficking, for treating 

CC CCR2-mediated disorders such as inflammatory disorder, autoimmune 

CC disorders such as rheumatoid arthritis and multiple sclerosis, 

CC atherogenesis and atherosclerosis, and for inhibiting restenosis. They 

CC are useful in therapy or diagnosis, and in the manufacture of a 

CC medicament for treating CCR-2 mediated disease. They are also useful for 

CC treating allergy, anaphylaxis, malignancy, chronic and acute 

CC inflammation, histamine and IgE- mediated allergic reaction, shock, 

CC stenosis, allograft rejection, fibrotic disease, asthma, inflammatory 

CC glomerulopathies, acquired immune deficiency syndrome (AIDS), restenosis 

CC associated with vascular intervention, including angioplasty and/or stent 

CC placement in a mammal. Humanised antibodies are also useful for 

CC inhibiting narrowing of the lumen of a vessel in a mammal, and inhibiting 

CC neointimal hyperplasia of a vessel in a mammal, preferably associated 

CC with vascular intervention. The present sequence is murine antibody 1D9 

CC kappa light chain variable region 

XX 

SQ Sequence 142 AA; 

Query Match 87.6%; Score 606; DB 4; Length 142; 
Best Local Similarity 93.5%; Pred. No. 3.2e-47; 

Matches 115; Conservative 4; Mismatches 4; Indels 0; Gaps 0 



QY 



10 LLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSP 69 
I I I I I I I I I I I I I II I I II I I I I : I I I I I I I I I I I I M I I I I I I : I I I I I I I I I I I I 



Db 



7 LLVLWIRETIGDWMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSP 66 



Qy 70 KRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKL 129 

I I I I I II II I I I I I I II I I I I I I I I II I I I I I I : I I I I I I : I I II I I I I I I I I I I I I I I 
Db 67 KRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKL 126 

Qy 130 EIK 132 

I I I 

Db 127 EIK 129 



RESULT 11 
AAR24811 

ID AAR24811 standard; protein; 239 AA. 
XX 

AC AAR24811; 
XX 

DT 25-MAR-2003 (revised) 

DT 28-DEC-1992 (first entry) 

XX 

DE Sequence encoded by the chimeric kappa chain cDNA (lgkv) contained in 

DE pTB1427. 

XX 

KW Chimeric monoclonal antibody; anti-fibrin antibody; primer; 

KW antithrombotic agent; myocardial infarction therapy. 

XX 

OS Synthetic. 
XX 

FH Key Location/Qualifiers 

FT Peptide 1. .20 

FT /label= leader 

FT Region 21. .133 

FT /label= V-kappa 

FT Misc-dif f erence 130 

FT /note= "Alternatively = Glu" 

FT Region 134. .239 

FT /label= C-kappa 

XX 

PN EP491351-A2. 
XX 

PD 24-JUN-1992. 
XX 

PF 17-DEC-1991; 91EP-00121591 . 
XX 

PR 18-DEC-1990; 90 JP-004 1382 9 . 

PR ll-NOV-1991; 91 JP-00294464 . 
XX 

PA (TAKE ) TAKEDA CHEM IND LTD. 
XX 

PI Iwasa S, Tada H, Watanabe T; 
XX 

DR WPI; 1992-209528/26. 

DR N-PSDB; AAQ25691. 
XX 

PT Chimeric monoclonal antibodies - contain anti-human fibrin antibody light 

PT and heavy chain variable and constant for treating thrombotic conditions 

PT e.g. myocardial infarction. 



XX 

PS Example; Fig 9; 87pp; English. 
XX 

CC Poly (A) + RNA was prepd. from the anti-fibrin chimeric Ab-producing 

CC transformant FIB1-H01/X63 and used as a template to clone human C-kappa 

CC cDNA, using the oligo-dT (Pharmacia) primer as a primer for first strand 

CC cDNA synthesis and the 3 1 E- kappa and 5' C-kappa primers for the PCR. An 

CC amplified DNA fragment of about 0.33kb was isolated and used to create a 

CC C-kappa cDNA contg . vector, pTBl394. Using the same technique, with the 

CC 3' E- kappa primer as a primer for first strand synthesis and the 5 ! L-kappa 

CC and 3 1 C-kappa primers for the PCR, an anti-fibrin V-kappa (V-kappa-v) 

CC cDNA was amplified. Furthermore, using the 3'E-kappa primer for first 

CC stand synthesis and the 5 f mV-kappa and 3 ! mV-kappa primers for the PCR, an 

CC anti-fibrin V-kappa cDNA (V-kappa-FIB) was amplified. In addition, a 

CC leader sequence cDNA (L-kappa) was amplified using the 3 1 C-kappa as a 

CC primer for first strand synthesis and the 5'S-kappa and 3 1 L- kappa 

CC primers for the PCR. The amplified gene fragments (L-kappa: V-kappa-v: V- 

CC kappa-FIB) were isolated and and used to construct respectively plasmids 

CC pTB1391, pTB1392, and pTB1393. L-kappa, V- kappa and C-kappa were joined 

CC together to give a plasmid, pTB1427, contg. the whole length of the 

CC chimeric kappa chain cDNA. (Updated on 25-MAR-2003 to correct PN field.) 

XX 

SQ Sequence 239 AA; 

Query Match 86.0%; Score 595; DB 2; Length 239; 

Best Local Similarity 85.6%; Pred. No. 5.7e-46; 

Matches 113; Conservative 7; Mismatches 12; Indels 0; Gaps 0 

Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I I II I I I : : I I I I I I I I I I I I I III I I I : I I I I I I I I I I I I 
Db 1 MMSPAQFLFLLVLWIRETRGDIQLAQTPLTFSVTIGQPAFISCTSSQTLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLI YLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I I I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I I I I : I : I I I I I I : I I I I I I III 
Db 61 LLQRPGQSPRRLIYLVSKLYSGVPDRFTGSGSGTAFTLKINRVEAEDLGVYYCWQGIHFP 12 0 

Qy 121 RTFGGGTKLEIK 132 

I I I I I I I I II 
Db 121 YTFGGGTKLVIK 132 



RESULT 12 
ADD47025 

ID ADD47025 standard; protein; 239 AA. 
XX 

AC ADD4 7025; 
XX 

DT 29-JAN-2004 (first entry) 
XX 

DE Rat Protein L22655, SEQ ID NO 12711. 
XX 

KW Rat; pain; neuronal tissue; gene therapy; spinal segmental nerve injury; 

KW chronic constriction injury; CCI; spared nerve injury; SNI; Chung. 

XX 

OS Rattus norvegicus. 
XX 

PN WO2003016475-A2. 



XX 

PD 27-FEB-2003. 
XX 

PF 14-AUG-2002; 2002WO-US025765 . 
XX 

PR 14-AUG-2001; 2 001US-0312 147P . 

PR 01-NOV-2 001; 2 001US-034 6382P . 

PR 26-NOV-2001; 2001US-0333347P . 
XX 

PA (GEHO ) GEN HOSPITAL CORP. 

PA (FARB ) BAYER AG. 

XX 

PI Woolf C, D'urso D, Befort K, Costigan M; 
XX 

DR WPI; 2003-268312/26. 

DR GENBANK; L22655. 
XX 

PT New composition comprising two or more isolated polypeptides, useful for 

PT preparing a medicament for treating pain in an animal. 

XX 

PS Claim 1; Page; 1017pp; English. 
XX 

CC The invention discloses a composition comprising two or more isolated rat 

CC or human polynucleotides or a polynucleotide which represents a fragment, 

CC derivative or allelic variation of the nucleic acid sequence. Also 

CC claimed are a vector comprising the novel polynucleotide, a host cell 

CC comprising the vector, a method for identifying a nucleotide sequence 

CC which is differentially regulated in an animal subjected to pain and a 

CC kit to perform the method, an array, a method for identifying an agent 

CC that increases or decreases the expression of the polynucleotide sequence 

CC that is differentially expressed in neuronal tissue of a first animal 

CC subjected to pain, a method for identifying a compound which regulates 

CC the expression of a polynucleotide sequence which is differentially 

CC expressed in an animal subjected to pain, a method for identifying a 

CC compound that regulates the activity of one or more of the 

CC polynucleotides, a method for producing a pharmaceutical composition, a 

CC method for identifying a compound or small molecule that regulates the 

CC activity in an animal of one or more of the polypeptides given in the 

CC specification, a method for identifying a compound useful in treating 

CC pain and a pharmaceutical composition comprising the one or more 

CC polypeptides or their antibodies. The polynucleotide or the compound that 

CC modulates its activity is useful for preparing a medicament for treating 

CC pain (e.g. spinal segmental nerve injury (Chung), chronic constriction 

CC injury (CCI) and spared nerve injury (SNI)) in an animal (e.g. gene 

CC therapy) . The sequence presented is a rat protein (shown in Table 2 of 

CC the specification) which is differentially expressed during pain. Note: 

CC The sequence data for this patent did not form part of the printed 

CC specification, but was obtained in electronic form directly from WIPO at 

CC ftp . wipo . int/pub/published_pct__sequences . 
XX 

SQ Sequence 239 AA; 

Query Match 85.1%; Score 589; DB 7; Length 239; 

Best Local Similarity 84.7%; Pred. No. 2e-45; 

Matches 111; Conservative 13; Mismatches 7; Indels 0; Gaps 0 



Qy 



2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 



I I I I I I I I I I • I I I • I I • I I I I I I I I I I I I I I I I I I I I I I I I I I • • • I I I I I I I I 
Db 1 MS PAQFLFLLMLWI QET S GDWMTQT PVS L S VAI GQ PAS I S CKS SQS LVGTNGKT YLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

I I I I I I I I I I I II I I I I I I I I : I I I I : I I I I I I I I I I I I I : I I : I I I : I I I I I I I I I 
Db 61 LQRPGQSPKRLIYLVSKLDSGIPDRFSGSGSETDFTLKISRVEADDLGVYYCLQGTHFPL 120 

Qy 122 TFGGGTKLEIK 132 

III I I I I I I I 
Db 121 TFGSGTKLEIK 131 



RESULT 13 
AAE03751 

ID AAE03751 standard; protein; 113 AA. 
XX 

AC AAE03751; 
XX 

DT 07-AUG-2001 (first entry) 
XX 

DE Murine PSCA Ab light chain variable region domain from clone 6B8.1D7.2B3. 
XX 

KW Murine; prostate stem cell antigen; PSCA; cytostatic; gene therapy; 

KW glycoprotein; cancer; prostate; bladder; lung; tumour; Ab; antibody; 

KW light chain variable domain; VL. 
XX 

OS Mus mus cuius. 



XX 

FH Key Location/Qualifiers 

FT Region 24. .39 

FT /label= CDRl 

FT /note= "Complementarity determining region 1" 

FT Region 55. .61 

FT /label= CDR2 

FT /note= "Complementarity determining region 2" 

FT Region 94. .102 

FT /label= CDR3 

FT /note= "Complementarity determining region 3" 

XX 



PN WO200140309-A2 . 
XX 

PD 07-JUN-2001. 
XX 

PF 27-OCT-2000; 2000WO-US029603 . 
XX 

PR 29-OCT-1999; 99US-0162558P . 

PR 16-FEB-2000; 2000US-0182 872P . 
XX 

PA (GETH ) GENENTECH INC. 
XX 

PI Devaux B, Keller G, Koeppen H, Lasky LA; 
XX 

DR WPI; 2001-389954/41. 
XX 

PT Novel anti-prostate stem cell antigen (PSCA) antibody that internalizes 

PT on binding to PSCA on mammalian cell and inhibits growth of PSCA- 

PT expressing cancer cells in vivo, useful for killing PSCA-expressing 



PT cancer cells. 
XX 

PS Claim 22; Fig 12; 112pp; English. 
XX 

CC The present sequence is murine prostate stem cell antigen (PSCA) antibody 

CC (Ab) light chain variable region domain (VL) from hybridoma clone 

CC 6B8.1D7.2B3, Asc# 2761. PSCA is a single subunit glycoprotein that is 

CC expressed on the cell surface as a glycosylphosphatidylinositol (GPI)- 

CC anchored protein. The present invention relates to anti-PSCA antibody 

CC composition and methods of killing PSCA-expressing cancer cells. PSCA is 

CC useful for inhibiting and killing the growth of PSCA-expressing cancer 

CC cells such as prostate cancer, bladder cancer or lung cancer cells. 

CC Humanised antibody conjugated to a toxin or a radioactive isotope is used 

CC for killing the cancer cells. PSCA is useful for specifically targetting 

CC PSCA-expressing tumour cells in vivo and for inhibiting or killing these 

CC cells. The antibodies are also useful for treating the above mentioned 

CC cancers and for diagnosing and staging of PSCA-expressing cancer, for 

CC purification or immunoprecipitation of PSCA from cells, and for detection 

CC and quantitation of PSCA in vitro. PSCA DNA is also useful for treating 

CC cancers by gene therapy techniques 

XX 

SQ Sequence 113 AA; 

Query Match 82.5%; Score 571; DB 4; Length 113; 

Best Local Similarity 97.3%; Pred. No. 3.7e-44; 

108; Conservative 2; Mismatches 1; Indels 0; Gaps 0; 

22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I I I I I I II I I I II II I I I I I I I I I I I I I I I I I I I I I I III 

2 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSTLDS 61 

82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I I I I I I I I I I I : I I II I I : I I I I I I I I I I I I I I I I I I I I I I 
62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPRTFGGGTKLEIK 112 



ID AAE03756 standard; protein; 218 AA. 
XX 

AC AAE03756; 
XX 

DT ll-SEP-2003 (revised) 

DT 07-AUG-2001 (first entry) 

XX 

DE Chimeric antibody 6B8 Fab light chain ( 6B8 . 1D7 . 2B3 ) . 
XX 

KW Murine; prostate stem cell antigen; PSCA; cytostatic; gene therapy; 

KW glycoprotein; cancer; prostate; bladder; lung; tumour; Ab; antibody; 

KW human; antibody binding fragment; Fab; light chain region. 
XX 

OS Mus musculus. 

OS Homo sapiens. 

OS Chimeric. 
XX 

FH Key Location/Qualifiers 

FT Region 1. .113 



Matches 

Qy 

Db 

Qy 

Db 

RESULT 14 
AAE03756 



FT 
FT 
FT 
FT 
FT 



Region 



/note= "Derived from mouse light chain variable region 
(VL) » 
114. .218 

/note= "Derived from human kappa light chain constant 
region (Ckappa) " 



XX 

PN WO200140309-A2. 
XX 

PD 07-JUN-2001. 
XX 

PF 27-OCT-2000; 2 000WO-US029603 . 
XX 

PR 29-OCT-1999; 99US-0162558P . 

PR 16-FEB-2000; 2000US-0182 872P . 
XX 

PA (GETH ) GENENTECH INC. 
XX 

PI Devaux B, Keller G, Koeppen H, Lasky LA; 
XX 

DR WPI; 2001-389954/41. 
XX 

PT Novel anti-prostate stem cell antigen (PSCA) antibody that internalizes 

PT on binding to PSCA on mammalian cell and inhibits growth of PSCA- 

PT expressing cancer cells in vivo,, useful for killing PSCA-expressing 

PT cancer cells . 
XX 

PS Claim 5; Fig 13; 112pp; English. 
XX 

CC The present chimeric sequence is full length 2761 antibody binding 

CC fragment (Fab) light chain ( 6B8 . 1D7 . 2B3 ) derived from murine light chain 

CC variable region (VL) and human kappa light chain constant region. This 

CC antibody binds to prostate stem cell antigen (PSCA) which is a single 

CC subunit glycoprotein that is expressed on the cell surface as a 

CC glycosylphosphatidylinositol ( GPI ) -anchored protein. The present 

CC invention relates to anti-PSCA antibody composition and methods of 

CC killing PSCA-expressing cancer cells. PSCA is useful for inhibiting and 

CC killing the growth of PSCA-expressing cancer cells such as prostate 

CC cancer, bladder cancer or lung cancer cells. Humanised antibody 

CC conjugated to a toxin or a radioactive isotope is used for killing the 

CC cancer cells. PSCA is useful for specifically targetting PSCA-expressing 

CC tumour cells in vivo and for inhibiting or killing these cells. The 

CC antibodies are also useful for treating the above mentioned cancers and 

CC for diagnosing and staging of PSCA-expressing cancer, for purification or 

CC immunoprecipitation of PSCA from cells, and for detection and 

CC quantitation of PSCA in vitro. PSCA DNA is also useful for treating 

CC cancers by gene therapy techniques. (Updated on ll-SEP-2003 to 

CC standardise OS field) 

XX 

SQ Sequence 218 AA; 

Query Match 82.5%; Score 571; DB 4; Length 218; 
Best Local Similarity 97.3%; Pred. No. 7.8e-44; 

Matches 108; Conservative 2; Mismatches 1; Indels 0; Gaps 0 



22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLI YLVSKLDS 81 




Db 



2 VVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLI YLVSTLDS 61 



Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I I I I I I I I I I I : I I I I I I : I I I I I I I I I I I I I I I II I I I I I 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPRTFGGGTKLEIK 112 



RESULT 15 




AAY06273 




ID 


AAY06273 standard; protein; 353 AA. 


XX 






AC 


AAY06273; 




XX 






DT 


23-AUG-1999 


(first entry) 


XX 






DE 

U Lj 


Anti Fc alpha 


receptor scFv A77-PDGR-R TM fusion. 


XX 






KW 


Single chain 


antibody; scFv; A77; IgA receptor; Fc receptor; 


KW 


Fc alpha receptor; platelet derived growth factor receptor; 


KW 


antibody engineering; cell surface expression; therapy; cance 


KW 


vaccine; human. 


XX 






OS 


"Mi 1 Q c; f\ 
i.\LU.O o£J . 






S vn t h p» i~ i c 




OS 


Ph i ri r 




XX 






FR 


Key 


Location/ Qualifiers 


FT 


Domain 


1. .21 


FT 




/note- "Ig K-chain SP" 


FT 

J. X 


Peptide 


22. .30 


FT 




/note= "HA epitope" 


FT 


Domain 


38. .160 


FT 




/note= "A77 VL" 


FT 


Peptide 


161. .175 


FT 




/note= "linker" 


FT 


Domain 


176. .287 


FT 




/note- "A77 VH" 


FT 


Peptide 


294. .303 


FT 




/note= "Myc epitope" 


FT 


Domain 


304. .353 


FT 




/note- "PDGFR transmembrane domain" 


XX 






PN 


W09928349-A2. 




XX 






PD 


10-JUN-1999. 




XX 






PF 


02-DEC-1998; 


98WO-US025556. 


XX 






PR 


02-DEC-1997; 


97US-0067232P. 


XX 






PA 


(ME DA- ) MEDAREX INC. 


XX 






PI 


Keler T, Goldstein J, Graziano R, Deo YM; 


XX 






DR 


WPI; 1999-371099/31. 


DR 


N-PSDB; AAX58936. 


XX 






PT 


Cells expressing anti-Fc receptor binding components. 



XX 

PS Example 6; Fig 10A-E; 68pp; English. 
XX 

CC The present sequence represents a fusion protein comprising murine anti- 

CC Fc alpha receptor antibody A77 sFv and the transmembrane domain of 

CC platelet derived growth factor receptor (PDFR-R TM) . It is encoded by 

CC expression vector pJG718 (see AAX58935) . Murine tumour cells transformed 

CC to express A77-TM were able to bind a soluble form of the Fc alpha 

CC receptor, and the bound receptor was able to engage IgA molecules. This 

CC is an example of cells of the invention that have been transformed to 

CC express on their surface a component which binds to an Fc receptor of an 

CC effector cell. The transformed cell is targeted to an effector cell via 

CC the Fc binding component, and can be used as a vehicle to increase an 

CC effector cell-mediated immune response, such as cell lysis and 

CC phagocytosis, against an antigen associated with the cell. The 

CC transformed cells are used to treat cancer and infectious diseases or 

CC used as vaccines. The method allows for killing of target cells without 

CC targeting any particular antigen on the cell. This is advantageous since 

CC many tumour cells and other target cells do not have defined antigens for 

CC targeting 

XX 

SQ Sequence 353 AA; 

Query Match 81.2%; Score 562; DB 2; Length 353; 

Best Local Similarity 94.6%; Pred. No. 8.7e-43; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0 
Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 



I I I I I I I I I I I ■ i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i iii 

177 WMTQTPLTLSITIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPTRLIYLVSKLDS 236 




Db 



Qy 



Db 



82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I II I I I I I I I I I I I II I I I I I : I I I I I I : I I I I I I II I : I I I I II I I I I I 
237 GVPDRFTGSGSGTDFTLKISRVEAEDLGI YYCWQGAHFPQTFGGGTKLEIK 287 



Search completed: May 17, 2004, 11:30:33 
Job time : 52.3556 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on 



Title: 

Perfect score 
Sequence : 



May 17, 2004, 11:29:03 ; Search time 16.1333 Seconds 

(without alignments) 
422.394 Million cell updates/sec 

US-10-010-942B-2 
692 

1 MMS PAQFLFLLVLWI RETNG CWQGTHFPRTFGGGTKLEIK 132 



Scoring table 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched 



389414 seqs, 51625971 residues 



Total number of hits satisfying chosen parameters 



389414 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB . pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB . pep : * 

3 : /cgn2_6/ptodata/2/iaa/ 6A_COMB . pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB . pep : * 

6: / cgn2_6/ptodata/2/iaa/backfilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


649 


93. 


8 


131 


4 


US- 


-09- 


-647- 


-468-163 


Sequence 


163, App 


2 


646 


93. 


4 


131 


4 


us- 


-09- 


-647- 


-468-164 


Sequence 


164, App 


3 


562 


81. 


2 


353 


4 


us- 


-09- 


-203- 


-958A-4 


Sequence 


4, Appli 


4 


560 


80. 


9 


112 


4 


us- 


-09- 


-809- 


-739-11 


Sequence 


11, Appl 


5 


559 


80. 


8 


112 


4 


us- 


-09- 


-647- 


-468-149 


Sequence 


149, App 


6 


559 


80. 


8 


112 


4 


us- 


-09- 


-647- 


-468-150 


Sequence 


150, App 


7 


548 


79. 


2 


112 


2 


us- 


08- 


■678- 


■194-6 


Sequence 


6, Appli 


8 


548 


79. 


2 


112 


3 


us- 


-08- 


-890- 


-011-6 


Sequence 


6, Appli 


9 


548 


79. 


2 


112 


4 


us- 


-09- 


262- 


-724-6 


Sequence 


6, Appli 


10 


548 


79. 


2 


535 


4 


us- 


-08- 


983- 


035A-38 


Sequence 


38, Appl 


11 


538 


77. 


7 


112 


4 


us- 


-09- 


809- 


739-16 


Sequence 


16, Appl 



12 


537 


77 . 


6 


132 


1 


us- 


-08- 


-477- 


-877B-91 


Seau pn ce 


91 


Ann 1 


13 


537 


77. 


6 


132 


2 


us- 


-08- 


-472- 


-281A-91 


fc— r \-J k-* >w A X Vw— 


91 


Ann 1 


14 


537 


77. 


6 


132 


2 


us- 


-08- 


-477- 


-989B-91 


Seauence 


91 . 


Ann 1 
n Pr x 


15 


533 


77. 


0 


112 


4 


us- 


-09- 


-809- 


-739-17 


Seauence 


17 


Ann 1 


16 


530 


76. 


6 


112 


4 


us- 


-09- 


-809- 


-739-15 


5-5 p ni ipn rp 


15 


Inn 1 


17 


525 


75. 


9 


112 


4 


us- 


-09- 


-809- 


-739-18 


^ C- V> l-A ^3 1 1 V <3 


18 


Ann 1 


18 


520 


75. 


1 


112 


4 


us- 


09- 


-809- 


-739-14 


Seaii en 


1 4 
" r 


Ann 1 


19 


518 


74. 


9 


132 


1 


us- 


■08- 


-477- 


-877B-84 


Seauence 


84 - 


Ann ] 


20 


518 


74 . 


9 


132 


2 


us- 


08- 


-472- 


•281A-84 


S P m ipnrp 

*3 \^ um:iiuu 


84 


Ann 1 


21 


518 


74. 


9 


132 


2 


us- 


08- 


-477- 


-989B-84 


Seauence 


84 


Annl 


22 


515 


74. 


4 


135 


1 


us- 


08- 


•259- 


-372A-12 


Seauence 


12 


Ann 1 


23 


515 


74 . 


4 


135 


1 


us- 


08- 


-468- 


■671-12 


S eai j en ce 


12 


Ann 1 


24 


512 


74 . 


0 


112 


3 


us- 


09- 


-184- 


•658-49 


Sprn i en r* p> 


49 


Ann 1 


25 


512 


74 . 


0 


112 


4 


us- 


09- 


•504- 


•262D-49 


Seauen ce 


49 


Ann! 


26 


508 


73. 


4 


289 


3 


us- 


09- 


184- 


■658-63 


S e au e n c e 


63 


Ann 1 


27 


508 


73. 


4 


289 


4 


us- 


09- 


504- 


262D-63 


S eauen ce 


63 


Ann 1 


28 


504 


72 . 


8 


113 


3 


us- 


09- 


•214- 


•095D-116 




1 1 6 


Ann 


29 


504 


72 . 


8 


242 


4 


us- 


09- 


479- 


614-20 


Seauen ce 

>— V-H V-^ AX L^\* 


20 


Ann 1 


30 


493.5 


71 . 


3 


114 


2 


us- 


08- 


672- 


345C-9 




Q 

-> f 


Ann 1 i 
/-vpp_L _L 


31 


493.5 


71 . 


3 


114 


3 


us- 


09- 


214- 


095D-9 


S P*<T1 lpnpp 


Q 


Ann 1 "i 


32 


485 


70 . 


1 


115 


2 


us- 


08- 


672- 


345C-99 






Ann 1 


33 


468 


67 . 


6 


112 


1 


us- 


08- 


477- 


877B-89 


S pffu pn r*p> 


89 


Ann 1 
n PP x 


34 


468 


67 . 


6 


112 


2 


us- 


08- 


472- 


2 8 1 A- 8 9 






Ann 1 


35 


468 


67. 


6 


112 


2 


us- 


08- 


477- 


989B-89 




ft 9 


Ann 1 


36 


466 


67. 


3 


111 


4 


us- 


09- 


809- 


739-13 






finnl 

/\ppx 


37 


465 


67. 


2 


112 


1 


us- 


08- 


477- 


877R-8 8 




o o , 


Appi 


38 


465 


67. 


2 


112 


2 


us- 


08- 


472- 


2 8 1 A- 8 8 


5? p m ipnrp 


Rft 


Ann 1 


39 


465 


67. 


2 


112 


2 


us- 


08- 


477- 


989B-88 


S eauen ce 


88, 


Appl 


40 


463 


66.9 


131 


1 


us- 


08- 


129- 


930B-95 


Sequence 


95, 


Appl 


41 


463 


66. 


9 


131 


3 


us- 


08- 


134- 


346A-50 


Sequence 


50, 


Appl 


42 


463 


66. 


9 


131 


4 


us- 


08- 


976- 


288A-95 


Sequence 


95, 


Appl 


43 


461 


66. 


6 


112 


1 


us- 


07- 


942- 


245-28 


Sequence 


28, 


Appl 


44 


458 


66. 


2 


149 


4 


us- 


09- 


192- 


838B-2 


Sequence 


2, Appli 


45 


458 


66. 


2 


149 


4 


us- 


09- 


324- 


191-2 


Sequence 


2, Appli 



ALIGNMENTS 



RESULT 1 

US-09-647-468-163 

; Sequence 163, Application US/09647468 

; Patent No. 6677436 

; GENERAL INFORMATION: 

; APPLICANT: SATO, KOH 

; APPLICANT: ADACHI, HIDEKI 

; APPLICANT: YABUTA, NAOHIRO 

TITLE OF INVENTION: HUMANIZED ANTIBODY AGAINST HUMAN TISSUE FACTOR (TF) AND 
TITLE OF INVENTION: PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODY 

; FILE REFERENCE: 053466/0289 

; CURRENT APPLICATION NUMBER: US/09/647,468 

; CURRENT FILING DATE: 2000-09-29 

; PRIOR APPLICATION NUMBER: PCT/ JP99/ 017 68 

; PRIOR FILING DATE: 1999-04-02 

; PRIOR APPLICATION NUMBER: JP 10-91850 

; PRIOR FILING DATE: 1998-04-03 

; NUMBER OF SEQ ID NOS: 183 



SOFTWARE: Patentln Ver. 2.1 
SEQ ID NO 163 
LENGTH: 131 
TYPE: PRT 
ORGANISM: Mus sp. 
FEATURE: 

OTHER INFORMATION: Description of Artificial Sequence: Amino acid 
OTHER INFORMATION: sequence coding for L chain V region of ant-TF 
OTHER INFORMATION: mouse monoclonal antibody ATR-7 
US-09-647-468-163 

Query Match 93.8%; Score 649; DB 4; Length 131; 

Best Local Similarity 93.9%; Pred. No. 4.1e-55; 

Matches 123; Conservative 4; Mismatches 4; Indels 0; Gaps 0 

MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

I I I I I I I I I I I I I I I I M M: I I I I I M I I I I : I I I I I I I I I M | | | | 

MSPAQFLFLLVLWIREINGDWLTQTPLTLSVTIGQPASVSCKSSQSLLDSDGKTYLNWL 60 

LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 
I I I I I I I M I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I : I I I I I I : I I I I I | | | | 
LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPD 12 0 

TFGGGTKLEIK 132 
MINIMI 



Qy 


2 


Db 


1 


Qy 


62 


Db 


61 


Qy 


122 


Db 


121 



RESULT 2 

US-09-647-468-164 

; Sequence 164, Application US/09647468 

; Patent No. 6677436 

; GENERAL INFORMATION: 

; APPLICANT: SATO, KOH 

; APPLICANT: ADACHI, HIDEKI 

; APPLICANT: YABUTA, NAOHIRO 

; TITLE OF INVENTION: HUMANIZED ANTIBODY AGAINST HUMAN TISSUE FACTOR (TF) AND 

; TITLE OF INVENTION: PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODY 

; FILE REFERENCE: 053466/0289 

; CURRENT APPLICATION NUMBER: US/09/647,4 68 

; CURRENT FILING DATE: 2000-09-29 

; PRIOR APPLICATION NUMBER: PCT/JP99/ 01768 

; PRIOR FILING DATE: 1999-04-02 

; PRIOR APPLICATION NUMBER: JP 10-91850 

; PRIOR FILING DATE: 1998-04-03 

; NUMBER OF SEQ ID NOS : 183 

; SOFTWARE: Patentln Ver. 2.1 

; SEQ ID NO 164 

LENGTH: 131 

TYPE: PRT 

ORGANISM: Mus sp. 

FEATURE: 

OTHER INFORMATION: Description of Artificial Sequence: Amoino acid 
OTHER INFORMATION: sequence coding for L chain V region of ant-TF 
OTHER INFORMATION: mouse monoclonal antibody ATR-8 
US-09-647-468-164 



Query Match 93.4%; Score 64 6; DB 4; Length 131; 

Best Local Similarity 93.1%; Pred. No. 7.9e-55; 

Matches 122; Conservative 5; Mismatches 4; Indels 0; Gaps 0 

Qy 2 MSPAQFLFLLVLWI RETNGYVVMTQTPLTLSVTI GQPASI SCKS SQSLLDSDGKTYLNWL 61 

I I I I I I I I I I I I I I I : I I I I : I I I I I I I ! I I I I I I I I : II I I I I I I I I I I I I I I M I I 
Db 1 MSPAQFLFLLVLWIRDINGDWLTQTPLTLSVTIGQPASVSCKSSQSLLDSDGKTYLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

I I II I I I I I I I I I I I II I I I I I I I I I I I I I I II I I I I I I I I : I I I I I | : | I I I I | | | I 
Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPD 120 

Qy 122 TFGGGTKLEIK 132 

I I I I I I I I I I I 
Db 121 TFGGGTKLEIK 131 



RESULT 3 

US-09-203-958A-4 

; Sequence 4, Application US/09203958A 

; Patent No. 6682928 

; GENERAL INFORMATION: 

; APPLICANT: KELER, Tibor 

; APPLICANT: GOLDSTEIN, Joel 

; APPLICANT: GRAZIANO, Robert 

; APPLICANT: DEO, Yashwant M. 

TITLE OF INVENTION: CELLS EXPRESSING ANTI-FC RECEPTOR 
; TITLE OF INVENTION: BINDING COMPONENTS 
; FILE REFERENCE: MXI-099CPA 

; CURRENT APPLICATION NUMBER: US/ 0 9/2 03 , 95 8A 

; CURRENT FILING DATE: 1998-12-02 

; PRIOR APPLICATION NUMBER: 60/067232 

; PRIOR FILING DATE: 1997-12-02 

; NUMBER OF SEQ ID NOS : 4 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 4 
; LENGTH: 353 
TYPE: PRT 

ORGANISM: Artificial Sequence 
; FEATURE : 

; OTHER INFORMATION: Synthetic construct 
US-09-203-958A-4 



Query Match 81.2%; Score 562; DB 4; Length 353; 

Best Local Similarity 94.6%; Pred. No. 2.8e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0, 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

II I II I I I I I I : I I I I I I I I I I I I I I I I I I II I I II I I II I I I I I I II I I I I I I I I I I I 
Db 177 WMTQTPLTLSITIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPTRLIYLVSKLDS 236 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I I I I I I I I I I I : I I I I I I : I I I I I I I I I : I I I I I I I I I I I 
Db 237 GVPDRFTGSGSGTDFTLKISRVEAEDLGIYYCWQGAHFPQTFGGGTKLEIK 287 



RESULT 4 



US-09-809-739-11 

Sequence 11, Application US/09809739 
Patent No. 6663863 
GENERAL INFORMATION: 
APPLICANT: Horvath, Christopher J. 
APPLICANT: Rao, Patricia E. 

TITLE OF INVENTION: Method of Inhibiting Stenosis and 
TITLE OF INVENTION: Restenosis 
FILE REFERENCE: 1855.1069-003 
CURRENT APPLICATION NUMBER: US/ 09/ 8 09, 739 
CURRENT FILING DATE: 2001-03-15 
PRIOR APPLICATION NUMBER: US 09/528,267 
PRIOR FILING DATE: 2000-03-17 
NUMBER OF SEQ ID NOS : 23 

SOFTWARE: Fast SEQ for Windows Version 4.0 
SEQ ID NO 11 
LENGTH: 112 
TYPE: PRT 
ORGANISM: Unknown 
FEATURE: 
NAME/KEY: SITE 
LOCATION: (1) . . . (112) 

OTHER INFORMATION: Murine mAb 1D9 light chain variable region 
NAME/KEY: SITE 
LOCATION: (24) . . . (39) 
OTHER INFORMATION: CDR1 
NAME/KEY: SITE 
LOCATION: (55) . . . (61) 
OTHER INFORMATION: CDR2 
NAME/KEY: SITE 
LOCATION: (94) . . . (102) 
OTHER INFORMATION: CDR3 
OTHER INFORMATION: Mouse 
US-09-809-739-11 

Query Match 80.9%; Score 560; DB 4; Length 112; 

Best Local Similarity 94.6%; Pred. No. 1.2e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I I II I I I II : I I I I I I I I I I I II I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I 
Db 2 WMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPKRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I I I I I I I I I I I : I I I I I I : I II I I I I II I I I I I I II I I I I 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKLEIK 112 



RESULT 5 

US-09-647-468-149 

; Sequence 149, Application US/09647468 

; Patent No. 6677436 

; GENERAL INFORMATION: 

; APPLICANT: SATO, KOH 

; APPLICANT: ADACHI, HIDEKI 

; APPLICANT: YABUTA, NAOHIRO 

; TITLE OF INVENTION: HUMANIZED ANTIBODY AGAINST HUMAN TISSUE FACTOR (TF) AND 



TITLE OF INVENTION: PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODY 
FILE REFERENCE: 053466/0289 
CURRENT APPLICATION NUMBER: US/09/64 7 , 4 68 
CURRENT FILING DATE: 2000-09-29 
PRIOR APPLICATION NUMBER: PCT/ JP99/ 017 68 
PRIOR FILING DATE: 1999-04-02 
PRIOR APPLICATION NUMBER: JP 10-91850 
PRIOR FILING DATE: 1998-04-03 
NUMBER OF SEQ ID NOS : 183 
SOFTWARE: Patent In Ver. 2.1 
SEQ ID NO 149 
LENGTH: 112 
TYPE: PRT 
ORGANISM: Mus sp. 
FEATURE : 

OTHER INFORMATION: Amino acid sequence of L chain V region of anti-TF mouse 
OTHER INFORMATION: monoclonal antibody ATR-7 
US-09-647-468-149 

Query Match 80.8%; Score 559; DB 4; Length 112; 

Best Local Similarity 94.6%; Pred. No. 1.5e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0; 

Qy 22 WMTQTPLTLSVT I GQ PAS I SCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I : I I I I I I I I I I I I I I I I : I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Db 2 WLTQTPLTLSVTIGQPASVSCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I II I I I I I I I I I I I I I I I I : I I 1 I I I : I I I I I I I I I I I I I I I I I I II 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPDTFGGGTKLEIK 112 



RESULT 6 

US-09-647-468-150 

; Sequence 150, Application US/09647468 

; Patent No. 6677436 

; GENERAL INFORMATION: 

; APPLICANT: SATO, KOH 

; APPLICANT: ADACHI, HIDEKI 

; APPLICANT: Y ABUT A, NAOHIRO 

; TITLE OF INVENTION: HUMANIZED ANTIBODY AGAINST HUMAN TISSUE FACTOR (TF) AND 

; TITLE OF INVENTION: PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODY 

; FILE REFERENCE: 053466/0289 

; CURRENT APPLICATION NUMBER: US/09/647 , 4 68 

; CURRENT FILING DATE: 2000-09-29 

PRIOR APPLICATION NUMBER: PCT/ JP99/01768 
; PRIOR FILING DATE: 1999-04-02 
; PRIOR APPLICATION NUMBER: JP 10-91850 
; PRIOR FILING DATE: 1998-04-03 
; NUMBER OF SEQ ID NOS: 183 
; SOFTWARE: PatentlnVer. 2.1 
; SEQ ID NO 150 
; LENGTH: 112 

TYPE: PRT 

ORGANISM: Mus sp. 

FEATURE : 

; OTHER INFORMATION: Amino acid sequence of L chain V region of anti-TF mouse 



; OTHER INFORMATION: monoclonal antibody ATR-8 
US-09-647-468-150 



Query Match 80.8%; 
Best Local Similarity 94.6%; 
Matches 105; Conservative 



Score 559; DB 4; Length 112; 
Pred. No. 1.5e-46; 
4; Mismatches 2; Indels 



0; Gaps 



0 



Qy 

Db 



22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 
I I : I I I I I I I I I I I I I I I I : I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I t I 
2 WLTQTPLTLSVTIGQPASVSCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 



Qy 

Db 



82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

MM M II I I II M I : I M I M : I I I I I II II II I M I I M I I 

62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPDTFGGGTKLEIK 112 



RESULT 7 
US-08-678-194-6 

; Sequence 6, Application US/08678194 

; Patent No. 5922845 

; GENERAL INFORMATION: 

APPLICANT: Deo, Yashwant M. 
APPLICANT: Graziano, Robert 
APPLICANT: Keler, Tibor 
; TITLE OF INVENTION: Therapeutic Multispecif ic Compounds 

TITLE OF INVENTION: Comprised of Anti-Fc{ SYMBOL 97 \f "Symbol"} Receptor 
Antibodi 

NUMBER OF SEQUENCES: 8 
CORRESPONDENCE ADDRESS: 
; ADDRESSEE: LAHIVE & COCKFIELD 

STREET: 60 State Street, Suite 510 
; CITY: Boston 

; STATE: Massachusetts 

COUNTRY: USA 
ZIP: 02109-1875 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/678 , 194 
FILING DATE: July 11, 1996 
PRIOR APPLICATION DATA: No. 5922845e 
; APPLICATION NUMBER: US 

FILING DATE: 
ATTORNEY/AGENT INFORMATION: 
NAME: Beth A. Arnold 
; REGISTRATION NUMBER: 35,430 

; REFERENCE/ DOCKET NUMBER: MXI-064 

; TELECOMMUNICATION INFORMATION: 

; TELEPHONE: (617)227-7400 

TELEFAX: (617)227-5941 
; INFORMATION FOR SEQ ID NO: 6: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 112 amino acids 
; TYPE: amino acid 



; TOPOLOGY: linear 

; MOLECULE TYPE: peptide 

US-08-678-194-6 



Query Match 79.2%; Score 548; DB 2; Length 112; 

Best Local Similarity 91.0%; Pred. No. 1.7e-45; 

Matches 101; Conservative 7; Mismatches 3; Indels 0; Gaps 0; 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: : I I : I I I I I : I I I I I I I 1 I I I I I I II I I I I I I I I I II I I I I II I I I I I I I I I II I I I 
Db 2 IQLTQSPLTLSITIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPTRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

M I I I I II I I I I I I I I I I I I I : I I I I I !: I I I I I I I I I : I I I I I I I I I I I 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGIYYCWQGAHFPQTFGGGTKLEIK 112 



RESULT 8 
US-08-890-011-6 

; Sequence 6, Application US/08890011 
; Patent No. 6193966 
; GENERAL INFORMATION: 

APPLICANT: Deo, Yashwant M. 

APPLICANT: Graziano, Robert 

APPLICANT: Keler, Tibor 
; TITLE OF INVENTION: Therapeutic Multispecif ic Compounds 

TITLE OF INVENTION: Comprised of Anti-Fc 

TITLE OF INVENTION: {SYMBOL 97 \f "Symbol"} Receptor Antibodies 
NUMBER OF SEQUENCES: 8 
; CORRESPONDENCE ADDRESS: 

ADDRESSEE: LAHIVE & COCKFIELD 
STREET: 60 State Street, Suite 510 
; CITY: Boston 

; STATE: Massachusetts 

COUNTRY: USA 
ZIP : 02109-1875 
COMPUTER READABLE FORM: 
; MEDIUM TYPE: Floppy disk 

; COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 
; SOFTWARE: Patentln Release #1.0, Version #1.25 

CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/890, 011 
FILING DATE: July 9, 1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/678,194 
FILING DATE: July 11, 1996 
ATTORNEY/AGENT INFORMATION: 
NAME: Jane E. Remillard 
REGISTRATION NUMBER: 38,872 
REFERENCE/DOCKET NUMBER: MXI-064CP 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (617)227-7400 
; TELEFAX: (617)227-5941 

; INFORMATION FOR SEQ ID NO: 6: 

SEQUENCE CHARACTERISTICS: 
; LENGTH: 112 amino acids 



TYPE: amino acid 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-890-011-6 



Query Match 79.2%; Score 548; DB 3; Length 112; 

Best Local Similarity 91.0%; Pred. No. 1.7e-45; 

Matches 101; Conservative 7; Mismatches 3; Indels 0; 



Gaps 



0; 



Qy 

Db 

Qy 

Db 



22 VA/MTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: : I I : I I I I I : I I I I I I I II I I II I I I I I I II I I II I I 1 I I I I I II I 1 I I I I I I I I I I 
2 IQLTQSPLTLSITIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPTRLIYLVSKLDS 61 

82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I II I I I II II I : I I I I I I : I I I I I I II I : I I I II I I I I I I 
62 GVPDRFTGSGSGTDFTLKISRVEAEDLGIYYCWQGAHFPQTFGGGTKLEIK 112 



RESULT 9 
US-09-262-724-6 

; Sequence 6, Application US/09262724 
; Patent No. 6303755 

GENERAL INFORMATION: 
; APPLICANT: Deo, Yashwant M. 

; Graziano, Robert 

; Keler, Tibor 

; TITLE OF INVENTION: Therapeutic Multispecif ic Compounds 

Comprised of Anti-Fc{ SYMBOL 97 \f "Symbol"} 
Receptor Antibodies 
NUMBER OF SEQUENCES: 8 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: LAHIVE & COCKFIELD 
; STREET: 60 State Street, Suite 510 

; CITY: Boston 

; STATE: Massachusetts 

COUNTRY: USA 
ZIP: 02109-1875 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
; COMPUTER: IBM PC compatible 

; OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 0 9/2 62 , 724 
; FILING DATE: 04-Mar-1999 

PRIOR APPLICATION DATA: 
; APPLICATION NUMBER: US/08/67 8 , 194 

FILING DATE: July 11, 1996 
ATTORNEY/AGENT INFORMATION: 
; NAME: Beth A. Arnold 

REGISTRATION NUMBER: 35,430 
REFERENCE/ DOCKET NUMBER: MXI-064 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (617)227-74 00 
TELEFAX: (617)227-5941 
INFORMATION FOR SEQ ID NO: 6: 
; SEQUENCE CHARACTERISTICS: 



LENGTH: 112 amino acids 
TYPE: amino acid 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
SEQUENCE DESCRIPTION: SEQ ID NO: 6: 
US-09-262-724-6 

Query Match 79.2%; Score 548; DB 4; Length 112; 

Best Local Similarity 91.0%; Pred. No. 1.7e-45; 

Matches 101; Conservative 7; Mismatches 3; Indels 0; Gaps 0; 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: : | | : I I I I I : I I I I I II I I I I I I I I I I I I I I I I I I I I II I II I I I I I I I I I I I I I I I 
Db 2 IQLTQSPLTLSITIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPTRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRI EAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I II | I I I I I I I I II I I I I I I : I I I I I I : I I I I I I I I I : I I I I I I I I I I I 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGIYYCWQGAHFPQTFGGGTKLEIK 112 



RESULT 10 
US-08-983-035A-38 

; Sequence 38, Application US/08983035A 
; Patent No. 6326464 

GENERAL INFORMATION: 

APPLICANT: CONSEILLER, EMMANUEL 
BRACCO, LAURENT 

; TITLE OF INVENTION: P53 PROTEIN VARIANTS AND THERAPEUTICAL 

; USES THEREOF 

NUMBER OF SEQUENCES: 59 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: FINNEGAN, HENDERSON, FARABOW, GARRETT & 
; DUNNER, LLP 

; STREET: 1300 I Street, NW 

CITY: Washington 

STATE: DC 

COUNTRY: USA 

ZIP: 20005-3315 
; COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 
; OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/ 983, 035A 

FILING DATE: 20-Feb-1998 

CLASSIFICATION: <Unknown> 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/ FR96/01111 

FILING DATE: 17-JUL-1996 
; APPLICATION NUMBER: FR 95/08729 

FILING DATE: 19-JUL-1995 
ATTORNEY/AGENT INFORMATION: 
; NAME: Strauss, William L. 

REGISTRATION NUMBER: 47,114 

REFERENCE/DOCKET NUMBER: 03804.0142 
TELECOMMUNICATION INFORMATION: 



TELEPHONE: 202-408-4000 
TELEFAX: 202-408-4400 
INFORMATION FOR SEQ ID NO: 38: 
SEQUENCE CHARACTERISTICS: 
; LENGTH: 535 amino acids 

; TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: protein 
SEQUENCE DESCRIPTION: SEQ ID NO: 38: 
US-08-983-035A-38 

Query Match 79.2%; Score 548; DB 4; Length 535; 

Best Local Similarity 92.8%; Pred. No. le-44; 

Matches 103; Conservative 5; Mismatches 3; Indels 0; Gaps 0 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I : I I I I I I I I I I I I I I I I I I I II I I I I 1 I I I I I I I I II II I I I I I I I I I I I I I I I II 11 I 
Db 135 VLMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 194 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I II I I I I I I : I : I I I I II : I I I I I I I I I III I I I I I : I 
Db 195 GVPDRFTGSGSGTDFTLKINRVEAEDLGVYYCWQGTHSPLTFGAGTKLELK 245 



RESULT 11 
US-09-809-739-16 

; Sequence 16, Application US/09809739 
; Patent No. 6663863 
; GENERAL INFORMATION: 

; APPLICANT: Horvath, Christopher J. 
; APPLICANT: Rao, Patricia E. 

; TITLE OF INVENTION: Method of Inhibiting Stenosis and 

; TITLE OF INVENTION: Restenosis 

; FILE REFERENCE: 1855.1069-003 

; CURRENT APPLICATION NUMBER: US/09/ 809, 739 

; CURRENT FILING DATE: 2001-03-15 

; PRIOR APPLICATION NUMBER: US 09/528,267 

; PRIOR FILING DATE: 2000-03-17 

; NUMBER OF SEQ ID NOS : 23 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 16 

LENGTH: 112 

TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Humanized sequence 
US-09-809-739-16 

Query Match 77.7%; Score 538; DB 4; Length 112; 

Best Local Similarity 89.2%; Pred. No. 1.5e-44; 

Matches 99; Conservative 10; Mismatches 2; Indels 0; Gaps 0 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I : I I : I I I : I I I I I I I I I II I I I I I I I I I I : I I I I I I I I I I I I : I I I I I I I I I II 
Db 2 WMTQSPLSLPVTLGQPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPRRLIYLVSKLDS 61 



Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 



Db 62 GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFPYTFGGGTRLEIK 112 



RESULT 12 
US-08-477-877B-91 

; Sequence 91, Application US/08477877B 

; Patent No. 5730979 

; GENERAL INFORMATION: 

; APPLICANT: Bazin, Herv 

; APPLICANT: Latinne, Dominique 

TITLE OF INVENTION: LO-CD2a Antibody and Uses Thereof for Inhibiting T- 
Cell Activati 

NUMBER OF SEQUENCES: 96 
; CORRESPONDENCE ADDRESS: 

; ADDRESSEE: Carella, Byrne, Bain, Gilfillan, 

; ADDRESSEE: Cecchi, Stewart & Olstein 

; STREET: 6 Becker Farm Road 

CITY: Roseland 
; STATE: New Jersey 

COUNTRY: U.S.A. 
ZIP: 07068 
COMPUTER READABLE FORM: 

MEDIUM TYPE: 3.5 inch diskette 
COMPUTER: IBM PS/2 
OPERATING SYSTEM: MS-DOS 
SOFTWARE: WordPerfect 5.1 
CURRENT APPLICATION DATA: 
; APPLICATION NUMBER: US/ 08/477 , 877B 

; FILING DATE: 07-JUN-1995 

; CLASSIFICATION: 424 

PRIOR APPLICATION DATA: 
; APPLICATION NUMBER: 08/407,009 

; FILING DATE: 29-MAR-199 5 

; APPLICATION NUMBER: 08/119,032 

; FILING DATE: 09-SEP-1993 

; APPLICATION NUMBER: 08/027,008 

FILING DATE: 05-MAR-1993 
ATTORNEY/AGENT INFORMATION: 
NAME: Olstein, Elliot M. 
; REGISTRATION NUMBER: 24,02 5 

REFERENCE/ DOCKET NUMBER: 61750-146 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 201-994-1700 
TELEFAX: 201-994-1744 
INFORMATION FOR SEQ ID NO: 91: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 132 amino acids 
; TYPE: amino acid 

STRANDEDNESS: 
TOPOLOGY: linear 
MOLECULE TYPE: polypeptide 
FEATURE: 

; NAME/KEY: Humanized LO-CD2a light chain variable region. 

US-08-477-877B-91 



Query Match 



77.6%; Score 537; DB 1; Length 132; 



Best Local Similarity 78.8%; Pred. No. 2.3e-44; 

Matches 104; Conservative 12; Mismatches 16; Indels 0; Gaps 0 



Qy 



1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 




Db 



1 MMSPVQSLFLLLLWILGTNGDWMTQSPPSLLVTLGQPASISCRSSQSLLHSSGNTYLNW 60 



Db 



Qy 



61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I I I : I I I I I II I : I I I I I I I : I I I I I I I I I I I I I : I I I I : I : I I | I | | : | 
61 LLQRPGQSPQPLIYLVSKLESGVPDRFSGSGSGTDFTLKISGVEAEDVGVYYCMQFTHYP 12 0 



Qy 



121 RTFGGGTKLEIK 132 



Db 



121 YTFGQGTKLEIK 132 



RESULT 13 
US-08-472-281A-91 

; Sequence 91, Application US/08472281A 
; Patent No. 5817311 

GENERAL INFORMATION: 

APPLICANT: Bazin, Herv 
; APPLICANT: Latinne, Dominique 

; TITLE OF INVENTION: LO-CD2a Antibody and Uses Thereof for Inhibiting T- 
Cell Activati 

NUMBER OF SEQUENCES : 96 
CORRESPONDENCE ADDRESS: 
; ADDRESSEE: Carella, Byrne, Bain, Gilfillan, 

; ADDRESSEE: Cecchi, Stewart & Olstein 

STREET: 6 Becker Farm Road 

CITY: Roseland 

STATE: New Jersey 

COUNTRY: U.S.A. 
; ZIP: 07068 

COMPUTER READABLE FORM: 

MEDIUM TYPE: 3.5 inch diskette 

COMPUTER: IBM PS/2 

OPERATING SYSTEM: MS-DOS 
; SOFTWARE: WordPerfect 5.1 

; CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/472 , 281A 

FILING DATE: 07-JUN-1995 

CLASSIFICATION: 424 
PRIOR APPLICATION DATA: 
; APPLICATION NUMBER: 08/407,009 

; FILING DATE: 29-MAR-1995 

; APPLICATION NUMBER: 08/119,032 

FILING DATE: 09-SEP-1993 

APPLICATION NUMBER: 08/027,008 

FILING DATE: 05-MAR-1993 
ATTORNEY/AGENT INFORMATION: 

NAME: Olstein, Elliot M. 
; REGISTRATION NUMBER: 24,025 

; REFERENCE/DOCKET NUMBER: 61750-142 

; TELECOMMUNICATION INFORMATION: 

TELEPHONE: 201-994-1700 

TELEFAX: 201-994-1744 



INFORMATION FOR SEQ ID NO: 91: 
SEQUENCE CHARACTERISTICS : 
LENGTH: 132 amino acids 
TYPE: amino acid 
STRANDEDNESS: 
TOPOLOGY: linear 
MOLECULE TYPE: polypeptide 
FEATURE : 

NAME/KEY: Humanized L0-CD2a light chain variable region. 
US-08-472-281A-91 

Query Match 77.6%; Score 537; DB 2; Length 132; 

Best Local Similarity 78.8%; Pred. No. 2.3e-44; 

Matches 104; Conservative 12; Mismatches 16; Indels 0; Gaps 0 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I Mlhlll III I I I II : I : I I I : I II I II I I : I I I I I I 1 I Mill 
Db 1 MMSPVQSLFLLLLWILGTNGDWMTQSPPSLLVTLGQPASISCRSSQSLLHSSGNTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

Illllllll: I I I I I I I I : I I I II I I : I I I I I I I I I II I I : I I I I : I : I I I I I I : I 
Db 61 LLQRPGQSPQPLIYLVSKLESGVPDRFSGSGSGTDFTLKISGVEAEDVGVYYCMQFTHYP 120 

Qy 121 RTFGGGTKLEIK 132 

III I I I II I I 
Db 121 YTFGQGTKLEIK 132 



RESULT 14 
US-08-477-989B-91 

Sequence 91, Application US/08477989B 
Patent No. 5951983 
GENERAL INFORMATION: 



Bazin, Herv 
Latinne, Dominique 
Kaplan, Ruth 
Kieber-Emmons , Thomas 
Postema, Christina E. 
White-Scharf , Mary 

LO-CD2a Antibody and Uses 
Thereof for Inhibiting 
T-Cell Activation and 
Proliferation 
96 

Bain, Gilfillan, 
& Olstein 



APPLICANT 

APPLICANT 

APPLICANT 

APPLICANT 

APPLICANT 

APPLICANT 

TITLE OF INVENTION 

TITLE OF INVENTION 

TITLE OF INVENTION 

TITLE OF INVENTION 

NUMBER OF SEQUENCES 

CORRESPONDENCE ADDRESS: 

ADDRESSEE: Carella, Byrne, 
ADDRESSEE: Cecchi, Stewart 
STREET: 6 Becker Farm Road 
CITY: Roseland 
STATE: New Jersey 
COUNTRY: U.S.A. 
ZIP: 07068 

COMPUTER READABLE FORM: 

MEDIUM TYPE: 3.5 inch diskette 
COMPUTER: IBM PS/2 
OPERATING SYSTEM: MS-DOS 
SOFTWARE: WordPerfect 5.1 



CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/477 , 989B 
FILING DATE: 07-JUN-1995 
CLASSIFICATION: 424 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/407,009 
FILING DATE: 29-MAR-1995 
APPLICATION NUMBER: 08/119,032 
FILING DATE: 09-SEP-1993 
APPLICATION NUMBER: 08/027,008 
FILING DATE: 05-MAR-1993 
ATTORNEY/AGENT INFORMATION: 
NAME: Olstein, Elliot M. 
REGISTRATION NUMBER: 24,025 
REFERENCE/DOCKET NUMBER: 61750-147 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 2 01-994-17 00 
TELEFAX: 201-994-1744 
INFORMATION FOR SEQ ID NO: 91: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 132 amino acids 
TYPE: amino acid 
STRANDEDNESS: 
TOPOLOGY: linear 
MOLECULE TYPE: polypeptide 
FEATURE : 

NAME/KEY: Humanized LO-CD2a light chain 
NAME/KEY: variable region. 
US-08-477-989B-91 

Query Match 77.6%; Score 537; DB 2; Length 132; 

Best Local Similarity 78.8%; Pred. No. 2.3e-44; 

Matches 104; Conservative 12; Mismatches 16; Indels 0; Gaps 0 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I lllhlll III llllhl : I I I : I I I I I I I I : I I I I I I I I I I I I I 
Db 1 MMSPVQSLFLLLLWILGTNGDWMTQSPPSLLVTLGQPASISCRSSQSLLHSSGNTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I II I II I I I : I I I I I I I I : I I I I I I I : I I I I II I I II I I I : I II I : I : I I I I I I : I 
Db 61 LLQRPGQSPQPLIYLVSKLESGVPDRFSGSGSGTDFTLKISGVEAEDVGVYYCMQFTHYP 12 0 

Qy 121 RTFGGGTKLEIK 132 

III I I I I I I I 
Db 121 YTFGQGTKLEIK 132 



RESULT 15 
US-09-809-739-17 

; Sequence 17, Application US/09809739 
; Patent No. 6663863 
; GENERAL INFORMATION: 

; APPLICANT: Horvath, Christopher J. 
; APPLICANT: Rao, Patricia E. 

; TITLE OF INVENTION: Method of Inhibiting Stenosis and 
; TITLE OF INVENTION: Restenosis 
; FILE REFERENCE: 1855.1069-003 



; CURRENT APPLICATION NUMBER: US/ 09/ 8 09 , 739 

; CURRENT FILING DATE: 2001-03-15 

; PRIOR APPLICATION NUMBER: US 09/528,267 

; PRIOR FILING DATE: 2000-03-17 

; NUMBER OF SEQ ID NOS : 23 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 17 
; LENGTH: 112 
TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Humanized sequence 
US-09-809-739-17 

Query Match 77.0%; Score 533; DB 4; Length 112; 

Best Local Similarity 88.3%; Pred. No. 4.6e-44; 

Matches 98; Conservative 10; Mismatches 3; Indels 0; Gaps 0 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I : I I : I I I : I I I I I I I I I I I I I M I I I I I : I I M I I I I II I I : I I I I I I I II I I 
Db 2 WMTQSPLSLPVTLGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPRRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I : I I II I I I I I I I I I I : I I I I : I : I I I I I I I I I I I I I I I I : I I I I 
Db 62 GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFPYTFGGGTRLEIK 112 



Search completed: May 17, 2004, 11:33:54 
Job time : 17.1333 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 0 04 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: May 17, 2004, 11:25:03 ; Search time 13.2 Seconds 

(without alignments) 
961.915 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 

Scoring table 



Searched : 



US-10-010-942B-2 
692 

1 MMSPAQFLFLLVLWIRETNG CWQGTHFPRTFGGGTKLE I K 132 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 
283366 seqs, 96191526 residues 



Total number of hits satisfying chosen parameters 



283366 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



PIR 78:* 



1 : 


pirl : * 


2 : 


pir2 : * 


3 : 


pir3 : * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
C32513 

Ig kappa chain precursor V region (BXW14) - mouse 
C;Species: Mus musculus (house mouse) 

C;Date: 21-May-1990 #sequence_revision 31-Dec-1990 #text_change 21-Jan-2000 
C; Access ion: C32 513 

R/Kofler, R . ; Strohal, R . ; Balderas, R.S.; Johnson, M.E.; Noonan, D.J.; 
Duchosal, M.A.; Dixon, F.J.; Theof ilopoulos , A.N. 
J. Clin. Invest. 82, 852-860, 1988 

A; Title: Immunoglobulin kappa light chain variable region gene complex 
organization and immunoglobulin genes encoding anti-DNA autoantibodies in lupus 
mice . 

A;Reference number: A94689; MUID : 883 3 13 94 ; PMID:3138286 
A; Accession: C3 2 513 
A; Molecule type: DNA 
A;Residues: 1-132 <K0F> 

A;Cross-references : GB:M20830; NID:gl96939; PIDN : AAA38844 . 1 / PID.-gl96940 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C;Keywords: heterotetramer ; immunoglobulin 
F; 36-115/ Doma i n : immunoglobulin homology <IMM> 



Query Match 98.0%; Score 678; DB 2; Length 132; 

Best Local Similarity 97.7%; Pred . No. 8.5e-52; 

Matches 12 9; Conservative 2; Mismatches 1; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I i II I I 111 I I I I r I I i I : I I I I I I I I I li I I I I I M I i h I I I I I I I I I ii 
Db 1 MMSPAQFLFLLVLWIRETNGDWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I I I I I 1 1 I I 1 1 II I I I I I I I I I I I 1 1 I 1 1 I I I I I h I I I I I h I II I I I I I 1 1 

Db 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFP 12 0 

Qy 121 RTFGGGTKLEIK 132 

1 1 1 1 ! 1 1 1 1 1 1 1 

Db 121 RTFGGGTKLEIK 132 



RESULT 2 
S31577 

Ig kappa chain - mouse (fragment) 

C; Species: Mus musculus (house mouse) 

C;Date: 20-Feb-1995 #sequence_revision 20-Feb-1995 #text_change 21~Jan-2000 
C; Accession : S3 1577 

R;Recinos, A.; Silvey, K.J.; Jensen, R.H.; Stanker, L.H. 
submitted to the EMBL Data Library, January 1993 

A; Description : Immunoglobulin variable heavy and light chain cDNA sequences for 

two antidioxin monoclonals. 

A;Reference number: S31577 

A; Accession: S3 1577 

A; Status: preliminary 

A; Molecule type: mRNA 

A;Residues: 1-131 <REC> 

A;Cross-references : EMBL:Z19575; NID:g53983; PIDN : CAA79627 . 1 ; PID:g53984 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C;Keywords: heterotetramer ; immunoglobulin 
F; 35 -114 /Domain : immunoglobulin homology <IMM> 

Query Match 84.8%; Score 58 7; DB 2; Length 131; 

Best Local Similarity 86.3%; Pred. No. 6.3e-44; 

Matches 113; Conservative 8; Mismatches 10; Indels 0; Gaps 0; 
Qy 2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

MINIM hi I hi II Mill IMIIIhlllllllllll III II II I MM 

Db 1 MSPAQFLFLWLSIQEINGDWMTQAPLTLSVTLGQPASISCKSSHSLLSIDGKTYLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

M I M M ! 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 f I j I ^ 1 1 1 1 1 1 i 1 1 1 = 1 1 1 ^ ! 1 1 1 1 1 ^ 1 1 1 I MM 

Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFSGSGSGTDFTLRISRVEAEDLGVYYCMQNTHFPY 120 

Qy 122 TFGGGTKLEIK 13 2 

I II M I I I h I 
Db 121 TFGGGTKLEMK 131 



RESULT 3 
F30560 



Ig kappa chain V region (2 8.4.10A) - mouse (fragment) 
C/Species: Mus musculus (house mouse) 

C;Date: 23-Mar-1989 #sequence_revision 23-Mar-1989 #text_change 21-Jan-2000 

C; Accession: F3 0560 

R;Matsuda, T.; Kabat , E . A . 

J . Immunol. 142, 863-870, 1989 

A;Title: Variable region cDNA sequences and antigen binding specificity of mouse 
monoclonal antibodies to isomaltosyl oligosaccharides coupled to proteins. In- 
dependent analogues of alpha (l->6) dextran . 
A;Reference number: A30560; MUID : 89110062 ; PMID: 2464028 
A; Access ion : F3 0560 
A; Status : preliminary 
A;Molecule type: mRNA 
A;Residues: 1-113 <MAT> 

A/Cross-references: GB:M24273; NID:gl97081; PIDN : AAA63370 . 1 ; PID:gl97082 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F; 16 -95 /Domain : immunoglobulin homology <IMM> 

Query Match 81.8%; Score 566; DB 2; Length 113; 

Best Local Similarity 96.4%; Pred . No. 3.5e-42; 

Matches 107; Conservative 2; Mismatches 2; Indels 0; Gaps 0; 
Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

Mill II I II Ml II I MIMI M III illl III Nllil 'lh Mill 1 1 I! MM 

Db 2 WMTQIPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I MIIMI II Ml II I MMM M IMMII MUM MMMMIM 

Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPHTFGGGTKLEIK 112 



RESULT 4 
A55491 

proteolytic antibody light chain - mouse 
C; Species: Mus musculus (house mouse) 

C;Date: 03-Mar-1995 #sequence_revision 03-Mar-1995 #text_change 21-Jan-2000 
C; Accession : A55491 

R ; Gao , Q.S.; Sun, M . ; Tyutyulkova, S.; Webster, D. ; Rees, A.; Tramontano, A. ; 
Massey, R.J.; Paul, S. 

J. Biol. Chem. 269, 32389-32393, 1994 

A; Title: Molecular cloning of a proteolytic antibody light chain. 

A;Reference number: A55491; MUID : 95096089; PMID:7798238 

A; Accession : A554 91 

A; Status : preliminary 

A; Molecule type: mRNA 

A;Residues: 1-112 <GAO> 

A;Cross-ref erences : GB : L34775 

A;Note: authors translated the codon TAT for residue 37 as Thr 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
F; 16 -95 /Domain : immunoglobulin homology <IMM> 

Query Match 80.1%; Score 554; DB 2; Length 112; 

Best Local Similarity 94.6%; Pred. No. 3.8e-41; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0; 



Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 



WMTQTPLTLSVTIGQPASISCKSSQSLLHTDGKTYLIWLLQRPGQSPKRLIYLVSKLDS 61 
3RFTGSGSGTDFTLKISRIEAEDL 



Db 2 

Qy 82 

Db 62 GVPDRFTGSGSGTDFTL 



GVPDRFTGSGSGTDFTLiKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 



112 



RESULT 5 
A36259 

ig kappa chain V region (TE34) - mouse 
C;Species: Mus musculus (house mouse) 

C;Date: 18-Jan-1991 #sequence_revision 18-Jan-1991 #text_change 21-Jan-2000 
C; Accession : A3 62 5 9 

R;Zilber, B . ; Scherf , T.; Levitt, M . ; Anglister, J. 
Biochemistry 29, 10032-10041, 1990 

A* Title • NMR-derived model for a peptide -antibody complex. 
A;Reference number: A36259; MUID : 91104915 ; PMID:2271636 
A; Accession : A3 62 59 
A; Status : preliminary 
A;Molecule type: mRNA 

A;Cross-rSferencL: Z GB:M30458; GB:M30459; GB:M30480; GB:M30481; GB:M30482; 

GB:M30483 . 
C;Superfamily: immunoglobulin V region; immunoglobulin homology 
C-Keywords: heterotetramer ; immunoglobulin 
F)l6-95/Domain: immunoglobulin homology <IMM> 

Query Match 79.2%; Score 548; DB 2; Length 112; 

Best Local Similarity 94.6%; Pred. NO. 1.3e-40; 

Matches 105; Conservative 2; Mismatches 4; Indels 0; Gaps 
Ov 22 vVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPI^LIYLySKLDS 81 

7 Ml iillllllllllllllllllllllllllllllllllMMIIIIIIIIIIIII I' C1 

Db 2 WMIQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

y Ml II Mil Mil III I Mhl II I Mill M II II I III Mill II 

Db 62 GVPTRFTGSGSGTDFTLKISRVEAEDGGVYYCWQGTHFPWTFGGGTKLEIK 112 



RESULT 6 
S20709 

Ig kappa chain V region - mouse 

C; Species: Mus musculus (house mouse) 

C;Date: 20-Feb-1995 #sequence_revision 20-Feb-1995 #text_change 21-Jan-2000 

c!-Accession: S20709 . 

R ;Brennand, D.M.; Hinds, M.G.; Welsh, J.H.; Tempest, P.R.; Harris, W.J. , Carr, 

F.J.; Osborn, N.J. ; Glennie, M.J. ; Richards, N.G. ; Robinson, J. A. 

submitted to the EMBL Data Library, April 1992 

A-Description: Binding specificity and variable region sequences of two 

monoclonal antibodies that recognise a beta-turn forming peptide containing 

alpha-methylproline. 

A; Reference number: S20706 

A;Accession: S20709 

A; Status: preliminary 

A; Molecule type: DNA 



A;Residues: 1-111 <BRE> 

A;Cross-references: EMBL:Z11917; NID:g52655; PIDN : CAA77975 . 1 ; PID:g52656 
C;Superfamily : immunoglobulin V region; immunoglobulin homology 
C;Keywords : heterotetramer ; immunoglobulin 
F; 16-95 /Domain : immunoglobulin homology <IMM> 

Query Match 79.0%; Score 547; DB 2; Length 111; 

Best Local Similarity 92.7%; Pred. No. 1.5e-40; 

Matches 102; Conservative 6; Mismatches 2; Indels 0; Gaps 0; 

Ov 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: : | | : | | | M I I I I I I I I M I I I I I I I I I I I I I I I I I M I I M I I I I I I I I I I I I I I I 
Db 2 IQLTQSPLTLSVTIGQPASISCKSSQSLLHSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

Ov 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEI 131 

| | | | | | | | | | | | | | I I I I I I I : I I I I I h I I I I I I I I I h I I I II I I I I I 
Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPQTFGGGTKLEI 111 



RESULT 7 
PL0273 

Ig kappa chain V region (anti-DNA, D2 3VK) - mouse (fragment) 
C; Species: Mus musculus (house mouse) 

C;Date: 16-Sep-1992 #sequence__revision 16-Sep-1992 #text_change 21-Jan-2000 
C;Accession: PL0273 

R;Shlomchik, M. ; Mascelli , M . ; Shan, H. ; Radic, M.Z.; Pisetsky, D.; Marshak- 

Rothstein, A.; Weigert, M. 

J. Exp. Med. 171, 265-297, 1990 

A;Title: Anti-DNA antibodies from autoimmune mice arise by clonal expansion and 
somatic mutation. 

A;Reference number: PL0231; MUID : 90111618 ; PMID: 2104919 
A;Accession: PL0273 
A; Molecule type: mRNA 
A;Residues: 1-112 <SHL> 

C;Superfamily : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer; immunoglobulin 
F;l-2 3/Region: framework 1 

F; i6-95/Domain: immunoglobulin homology <IMM> 
F ; 24 -3 9/ Region : complementarity-determining 1 
F ; 40 -54 /Region : framework 2 

F; 55-61/Regiom complementarity-determining 2 
F; 62 -93 /Region: framework 3 

F ; 94 - 102 /Region : complementarity-determining 3 
F; 103 -112 /Region: framework 4 

Query Match 77.5%; Score 536; DB 2; Length 112; 

Best Local Similarity 93.7%; Pred. No. 1.4e-39; 

Matches 104; Conservative 3; Mismatches 4; Indels 0; Gaps 0; 
Ov 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

Y I llllil III I II I! II II II II I :|IIIIMIIIIIIIIIIIIIIMIMII 

Db 2 WMTQTPLTLSVTIGQPASISCKSSQSLLYRNGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

0v 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

I IN I III i INI II hi III I hi M MINI 1 1 1 1 1 1 1 1 1 1 1 

Db 62 QVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCVQGTHFPWTFGGGTKLEIK 112 



RESULT 8 
S42611 

HUNVK protein precursor - human 
C;Species: Homo sapiens (man) 

C;Date: 13-Jan-1995 #sequence_revision 13-Jan-1995 #text_change 21-Jan-2000 
C; Accession: S42 611 

R;Spatz, L.A.; Williams, M. ; Brender, B.; Desai, R. ; Latov, N. 
J. Neuroimmunol . 36, 29-39, 1992 t 
A-Title- DNA sequence analysis and comparison of the variable heavy and flight 
chain regions of two IgM, monoclonal, anti-myelin associated glycoprotein 
antibodies . 

A;Reference number: S42610; MUID : 92138794 ; PMID:1370957 
A;Accession: S42611 
A; Status : preliminary 
A; Molecule type: DNA 
A-Residues: 1-133 <SPA> 

A- Cross-references: EMBL:X54137; NID:g433889; PIDN: CAA38072 . 1 ; PID:g433890 
C;Superfamily: immunoglobulin V region; immunoglobulin homology 
F;36-115/Domain: immunoglobulin homology <IMM> 

Query Match 74.6%; Score 516; DB 2; Length 133; 

Best Local Similarity 74.0%; Pred. No. 8.8e-38; 

Matches 97; Conservative 16; Mismatches 18; Indels 0; Gaps u; 



QY 
Db 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 6 0 

I Ml | | | c | | : ::| Mllhlhl I I : I I I I I I I I : I I I I I : I I I I I I I I 
1 MRLPAQLLGLLMLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSSQSLVFSDGNTYLNW 60 

Ov 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

Y Ml Nihil II I I lllllllhlllllllllllllhlilhhlll II hi 

Bb 6 1 FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGIYYCMQGAHWP 12 0 

Qy 121 RTFGGGTKLEI 131 

llllllhll 
Db 121 LTFGGGTKVEI 131 



RESULT 9 
A33730 

Ig kappa chain V region (1.60) - mouse 
C; Species: Mus musculus (house mouse) 

C;Date: 09-Mar-1990 #sequence_revision 18-Sep-1992 #text_change 21-Jan-2000 
C;Accession: A33730 

R;Lawler, A.M.; Kearney, J. P.; Kuehl , M.; Gearhart , P.J. 
Proc. Natl. Acad. Sci. U.S.A. 86, 6744-6747, 1989 

A-Title- Early rearrangements of genes encoding murine immunoglobulin kappa- 
chains, unlike genes encoding heavy chains, use variable gene segments dispersed 
throughout the locus . 

A;Reference number: A33730; MUID : 89367325 ; PMID:2505260 
A; Accession : A33730 
A; Status : preliminary 
A; Molecule type: DNA 
A; Residues: 1-101 <LAW> 

A;Cross-references: GB:M25996; NID:gl97109; PIDN : AAA38911 . 1 ; PID:gl97110 
A;Note: the authors translated the codon CGC for residue 51 as Leu, and TTG for 
residue 88 as Phe 



C;Superfamily: immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F; 16-95 /Domain : immunoglobulin homology <IMM> 

Query Match 74.4%; Score 515; DB 2; Length 101; 

Best Local Similarity 98.0%; Pred. No. 8.1e-38; 

Matches 97; Conservative 2; Mismatches 0; Indels 0; Gaps 0; 
Ov 22 WMTOTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 M I M II 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 M 1 1 1 1 1 M 

Db 2 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 61 

Q y 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

MllilMIIMIIIIMIIhlllllhlllllMIM 

Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFP 100 



RESULT 10 
S23230 

Ig kappa chain precursor V-J region - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 13-Jan-1995 #sequence_revision 13-Jan-1995 #text_change 21-Jan-2000 
C; Accession: S2 32 3 0 
R ; Kennedy , M . A . 

J. Exp. Med. 173, 1033-1036, 1991 

A;Title: Novel chromosome translocation caused by fusion of immunoglobulin heavy 

and light chain V genes in a human B lymphoblastoid cell line. 

A;Reference number: S23230; MUID : 9117843 8 ; PMTD:1840606 

A; Accession: S2 32 3 0 

A; Status : preliminary 

A; Molecule type: DNA 

A;Residues: 1-133 <KEN> 

A; Cross-references: EMBL:X55400; NID:g33999; PIDN : CAA3 9072 . 1 ; PID:g34000 
C;Genetics : 
A;Introns: 17/1 

C;Superfamily : immunoglobulin V region; immunoglobulin homology 

C; Keywords : heterotetramer; immunoglobulin 

F ; 36 - 115 /Domain : immunoglobulin homology <IMM> 

Query Match 74.4%; Score 515; DB 2; Length 13 3; 

Best Local Similarity 74.2%; Pred. No. l.le-37; 

Matches 98; Conservative 16; Mismatches 18; Indels 0; Gaps 0; 



60 



Qy 


1 


MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 

| Ml | -1 Mllhlhi 1 h 1 1 1 1 1 1 1 h II 1 1 h III hill 
MRLPAQLLGLLMLWVPGS SGDWMTQS PLSLPVTLGQPAS I S CRS SQS LVYSDGNTHLNW 


Db 


l 


Qy 


61 


LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 

M 1 1 1 1 h 1 1 1 1 1 1 1 1 1 1 1 1 1 h 1 1 1 1 1 1 1 1 1 1 1 II h 1 1 1 h h 1 M 1 1 1 hi 

FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWP 


Db 


61 


Qy 


121 


RTFGGGTKLEIK 13 2 


Db 


121 


Ml IMIIII 

YTFGQGTKLEIK 13 2 



RESULT 11 



S22902 

Ig kappa chain V region - human 
C; Species: Homo sapiens (man) 

C;Date: 19-Feb-1994 |sequence_revi sion lO-Nov-1995 #text_change 21-Jan-2000 
C; Accession : S2 2 902 

R;Chastagner, P.; Theze, J.; Zouali, M . 
Gene 101, 305-306, 1991 

A; Title: Cloning of a gene encoding a lupus-associated human autoantibody V(K) 
region using the polymerase chain reaction and degenerate primers. 
A/Reference number: S22902; MUID : 91276289 ; PMID:1905262 
A; Accession: S22 902 

A; Status: preliminary; translation not shown 

A; Molecule type: mRNA 

A;Residues: 1-142 <CHA> 

A; Cross-references : EMBL : X56510 

C;Superfamily : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F;47-126/Domain: immunoglobulin homology <IMM> 

Query Match 74.1%; Score 513; DB 2; Length 142; 

Best Local Similarity 74.0%; Pred. No. 1.7e-37; 

Matches 97; Conservative 16; Mismatches 18; Indels 0; Gaps C 



Qy 


1 


MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKS.SQSLLDSDGKTYLNW 


60 


Db 


12 


| !|| 1 | | .: M : -1 11111 = 11 = 1 1 h 1 I M M 1 h 1 1 1 1 1 = III MMI 
MRLPAQLLGLLMLWVPGS S GD WMTQS PLS L PVTLGQPAS I S CRS S QS LVHSDGNTY LNW 


71 


Qy 


61 


LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 

lllillhllll II lllllllhlllllllllllllhlllhhlll lllhl 

FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWP 


120 


Db 


72 


131 


Qy 


121 


RTFGGGTKLE I 131 

III Ihlll 
FTFGQGTRLEI 14 2 




Db 


132 





RESULT 12 
S40324 

Ig kappa chain V region - human 
C; Species: Homo sapiens (man) 

C;Date: 19-May-1994 #sequence_revision 26-May-1995 #text_change 21-Jan-2000 
C;Accession: S40324 

R;Klein, R.; Jaenichen, R-; Zachau, H.G. 
Eur. J. Immunol. 23, 3248-3271, 1993 

A;Title: Expressed human immunoglobulin chi genes and their hypermutation . 
A;Reference number: S40312; MUID : 94080891 ; PMID:8258341 
A;Accession: S40324 

A; Status: preliminary; translation not shown 

A; Molecule type: mRNA 

A;Residues: 1-133 <KLE> 

A; Cross-references : EMBL : X72434 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C ; Keywords : heterotetramer ; immunoglobulin 

F ; 3 3 - 112 /Domain : immunoglobulin homology <IMM> 



Query Match 74.0%; Score 512; DB 2; Length 133; 

Best Local Similarity 74.4%; Pred. No. 2e-37; 



Matches 96; Conservative 17; Mismatches 16; Indels 0; Gaps 0; 

Qy 4 PAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQ 63 

Ml | ||:||: -I Ihlhlhl IhlllMllhl llh IIIIIIIM I 
Db i PAQLLGLLMLWVPGSSGDWLTQSPLSLPVTLGQPASISCRSDQSLVYSDGKTYLNWYQQ 60 

Qy 64 RPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTF 123 

Illllhllll II llllllllllllllllllhllhlllhhIM lllhl II 

Db 61 RPGQSPRRLIYKVSNRDSGVPDRFTGSGSGTDFTLEISRVEAEDVGVYYCMQGTHWPGTF 120 

Qy 124 GGGTKLEIK 132 

I 111 = 111 
Db 121 GQGTKVEIK 12 9 



RESULT 13 
K2HURP 

Ig kappa chain precursor V-II region (RPMI) - human 
C; Species: Homo sapiens (man) 

C;Date: 30-Jun-1987 #sequence_revision 30-Jun-1987 #text_change 15-Aug-1997 
C;Accession: A01890 

R;Klobeck, H.G.; Meindl, A.; Combriato, G . ; Solomon, A.; Zachau, H.G. 
Nucleic Acids Res. 13, 6499-6513, 1985 

A; Title: Human immunoglobulin kappa light chain genes of subgroups II and III. 
A/Reference number: A93588; MUID : 86041852 ; PMID:2997711 
A;Accession: A01890 
A,-Molecule type: DNA 
A;Residues: 1-133 <KLO> 

A;Note: the sequence was determined from the differentiated gene 

C; Genetics : 

A; Gene: GDB : IGKV2 

A; Cross-references : GDB : 13 62 65 

A ; Map position: 2pl2-2pl2 

A;Introns: 17/1 

C; Complex: An immunoglobulin heterotetramer subunit consists of two identical 

light (kappa or lambda) and two identical heavy (alpha, delta, epsilon, gamma, 

or mu) chains usually stabilized by interchain disulfide bonds. In some cases, 

such as IgA and IgM, the subunits associate into larger oligomers. 

C;Superfamily : immunoglobulin V region; immunoglobulin homology 

C;Keywords: heterotetramer; immunoglobulin 

F ; 1-20 /Domain : signal sequence #status predicted <SIG> 

F;21-133/Product : Ig kappa chain V-II region (RPMI) #status predicted <MAT> 
F; 21-43 /Region : framework 1 

F; 36-115 /Domain : immunoglobulin homology <IMM> 
F;44-59/Region: complementarity-determining 1 
F ; 6 0 -74 /Region : framework 2 

F;75-81/Region: complementarity-determining 2 
F ; 82 -113 /Region : framework 3 

F; 114-122 /Region : complementarity-determining 3 
F ; 123 - 13 3 / Region : framework 4 
F;43-113/Disulf ide bonds: #status predicted 

Query Match 73.4%; Score 508; DB 1; Length 133; 

Best Local Similarity 73.5%; Pred. No. 4.3e-37; 

Matches 97; Conservative 16; Mismatches 19; Indels 0; Gaps C 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 



I ill I ihih ::| Mllhlhi I i = M 1 1 1 1 U = 1 1 1 1 1 = III MMI 

D b 1 MRLPAQLLGLLMLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSSQSLVYSDGNTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

IIIMIhllll II lllllllhlilllllllllllhlllhhlll lllh 

Db 6i fqqrpgqSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWS 120 

Qy 121 RTFGGGTKLEIK 132 

Ml llhlll 

Db 121 WTFGQGTKVE I K 13 2 



RESULT 14 
S22658 

Ig kappa chain precursor V region (0-81VL) - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 29-Jan-1998 #sequence_revision 06-Feb-1998 #text_change 21-Jan-2000 
C; Accession: S22 65 8 

R;Hirabayashi, Y-; Munakata, Y.; Sasaki, T.; Sano, H. 
Nucleic Acids Res. 20, 2601, 1992 

A; Title: Variable regions of a human anti-DNA antibody 0-81 possessing lupus 
nephritis-associated idiotype . 

A/Reference number: S22657; MUID : 92285150 ; PMID:1598223 

A; Accession: S22 658 

A ; Mo 1 e cu 1 e t yp e : mRNA 

A;Residues: 1-140 <HIR> 

A; Cross-references : EMBL :X59135 

C;Superf amily : immunoglobulin V region; immunoglobulin homology 
C ; Keywords : heterotetramer ; immunoglobulin 
F ; 1-19 /Domain : signal sequence #status predicted <SIG> 
F/20-140/Product : Ig kappa chain (fragment) #status predicted <MAT> 
F; 36-115/Domain: immunoglobulin homology <IMM> 

Query Match 72.6%; Score 502.5; DB 2; Length 140; 

Best Local Similarity 73.7%; Pred. No. 1.4e-36; 

Matches 98; Conservative 15; Mismatches 19; Indels 1; Gaps 1 
0v i MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 6 0 

I Ml I Ihlh -I Mllhlhi Ihlllllllhllllh Ml Mill 

Db i MRLPAQLLGLLMLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSSQSLVHSDGNTYLNW 6 0 

Oy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDPTLKISRIEAEDLGLYYCWQGTHF- 119 

I M I 1 1 1 : 1 1 II M I II I II I h II II 1 1 II II I II h II I h II II I I I h 

Db 61 FQQRPGQSPRRLIYRVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGLYYCMQHTHWS 12 0 

Qy 120 PRTFGGGTKLEIK 132 

I III Ihllll 
Db 121 PITFGQGTRLEIK 133 



RESULT 15 
A24452 

Ig kappa chain precursor V-II region (RPMI 6410) - human 
C; Species: Homo sapiens (man) 

C;Date: 24-Jan-1988 #sequence_revision 09-Aug-1996 #text_change 16-Jul-1999 
C; Accession: A24452 
R;Weir, L. ; Leder, P. 



Nucleic Acids Res. 14, 3957-3970, 1986 

A/Title : Structure and expression of a human subgroup II immunoglobulin kappa 
gene . 

A;Reference number: A24452; MUID : 8623263 1 ; PMID:3086847 
A; Accession: A244 52 
A; Molecule type: DNA 
A/Residues: 1-133 <WEI> 

A; Cross-references: GB:M36859; NID:gl85932; PIDN : AAA58920 . 1 ; PID:gl85933 

A;Note: this sequence was determined from the differentiated gene 

C;Genetics : 

A; Gene: GDB : IGKV2 

A; Cross-references : GDB : 136265 

A ; Map position: 2pl2-2pl2 

A;Introns : 17/1 

C; Complex: An immunoglobulin heterotetramer subunit consists of two identical 

light (kappa or lambda) and two identical heavy (alpha, delta, epsilon, gamma, 

or mu) chains usually stabilized by interchain disulfide bonds. In some cases, 

such as IgA and IgM, the subunits associate into larger oligomers. 

C; Super family: immunoglobulin V region; immunoglobulin homology 

C;Keywords: heterotetramer; immunoglobulin 

F - 1-2 0 /Domain : signal sequence #status predicted <SIG> 

F;21-133/Product: Ig kappa chain V-II region (RPMI 6410) #status predicted <MAT> 
F ; 36 - 115 /Domain : immunoglobulin homology <IMM> 
F;43-113/Disulf ide bonds: #status predicted 

Query Match 71.7%; Score 496; DB 1; Length 133; 

Best Local Similarity 72.7%; Pred. No. 4.7e-36; 

Matches 96; Conservative 15; Mismatches 21; Indels 0; Gaps 0; 

0 X MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

Y | Ml Mi . ||: -I • I I • I 11=11 I'll I I I s I I I I I s II 

Db i MRLPAQLLGLLRLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSSQSLVYSDRNTYLNW 60 

Qv 6 i LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

Illlllhllll M 1 1 1 1 1 1 1 1 : 1 1 1 M 1 1 1 1 1 1 1 1 h 1 1 1 h h 1 1 1 lllh 

Db 6 i FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWS 120 

Qy 121 RTFGGGTKLE I K 132 

III 

Db 121 WTFGQGTKVE I K 132 



Search completed: May 17., 2004, 11:33:08 
Job time : 13 . 2 sees 
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OM protein - protein search, using sw model 

Run on: May 17, 2004, 11:32:34 ; Search time 37.6444 Seconds 

(without alignments) 
975.722 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 

Scoring table 



US-10-010-942B-2 
692 

1 MMSPAQFLFLLVLWIRETNG CWQGTHFPRTFGGGTKLE I K 132 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 1145568 seqs, 278261457 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1145568 
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Maximum Match 100% 
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_Applications_AA: » 

6 /ptodata/ 2 /pubpaa/US 07_PUBCOMB . pep : * 
6/ptodata/2/pubpaa/PCT_NEW_PUB .pep : * 
6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
6 /ptodat a/ 2 /pubpaa/US 0 6_PUBCOMB . pep : * 
6 /p todat a/ 2 /pubpaa/US 0 7_NEW_PUB . pep : * 
6/ptodata/2/pubpaa/PCTUS_PUBCOMB . pep : 
6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 
6/ptodata/2/pubpaa/US08_PUBCOMB . pep : * 
^/ptodata/2/pubpaa/US0 9A_PUBCOMB .pep: 
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~6 /ptodat a/ 2 /pubpaa/US 0 9C_PUBCOMB . pep 
*6 /ptodat a/ 2 /pubpaa/US 0 9_NEW_PUB . pep : 
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_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep 
_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep 
_6 /ptodata/ 2 /pubpaa/US 10JSTEW_PUB .pep : 
_6 /ptodata/ 2 /pubpaa/US 6 0_NEW_PUB . pep : 
_6/ptodat a/ 2 /pubpaa/US 6 0_PUBCOMB . pep : 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed 
and is derived by analysis of the total score distribution. 
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14 


560 


80 . 


9 


112 


9 


US -09-840-459-9 


bequence y, Appii 


15 


560 


80 . 


9 


122 


12 


TTfl 1 n ^ r-l r, O Q A A O ("~ 

US -10-272-89 9 A - 8 6 


becju-ence oo , Appi 


16 


560 


80 . 


9 


130 


12 


t Tn -1 A a ^ a n n Pi 7\ oo 

US -10-272-89 9 A- 8 o 


oequeiice oo, /\ppx 


17 


559 


80 . 


8 


112 


12 


ttc i a a a nn i /i q 
US -10-462-062-14y 


O^/TTi^noo 1 4 Q A tata 
DcG[ucIlCc npp 


18 


559 


80 . 


8 


112 


12 


TTC 1A /I £~ A A £7 A 1CA 

US -10-462-U62-lbU 


CQ/TIIQMr'Q 1 C fl A TATA 

oecjuence xdu, i-ipj.; 


19 


556 


80 . 


3 


112 


9 


T t n A A n ^ rt /I H" A C yi 

US - 0 9 - 8 4 0 - 4 5 9 - 5 4 


O ^^^C1 1 ^ — > T - 1 ^ [Z :\ A TATA ~i 

bequence Dft , Hppi 


20 


551 


79 . 


6 


500 


"1 A 

14 


TTC 1A 1 /TO OAQ AO 

US -10-lbo-oUy-zz 


Commnr'P OO A tata 1 

oequeiit^e zz, nppi 


21 


548 


79 . 


2 


112 


A 

9 


TTC A Q AAA 1AA £Z 

Ub - L) y - / /zi-lzU-b 


CpmiPTIPP (~\ A TATA "1 1 
DCqUCilL-C Q , rtppil 


22 


548 


79 . 


2 


53 5 


9 


TTC AQ Q£"Q OC1 A O 

us - oy-yoo-ooi-io 


Cpmipnpp T Q A tata "1 

ocquciiuc j o , i-ijjpx 


23 


547 


79 . 


0 


162 


15 


TTC 1A /t 1 f"\ Q A A A "3 A 

ub-iu-4iu-yu /A- o U 


Cpaudti "3 f| A taia 1 
ocquciiLc o \J , Appj. 


24 


546 


78 . 


9 


i i a 
112 


15 


rTC 1A OAT Q A "3 1 


CpmiPTirp 1 A tata 1 1 
oequencc X , np^ii 


2 5 


53 8 


77 . 


7 


112 


9 


TTC AQ 0"3C A Q ^ C 


QomiOTICO ^ A TATA 1 T 

ocquciiLc j , uppii 


26 


538 


77 . 


7 


112 


9 


TTC AQ OAQ A O Q. 1 £T 

us -oy-ouy- /jy-ib 


Comipn/'P T (-s A tata "1 

oequciiLc io , y x 


27 


538 


7 7 , 


7 


112 


9 


TTC AA O/IA ACQ 1 /l 

US- 0y-o4U-4by-14 


O^miOACO ~\ A. A TATA ~\ 

oequeiiLc xft , /\kypx 


23 


533 


77 . 


0 


112 


9 


TTC AA O T CT AO 1- ? /C 

US -09-835-087-6 


CamioriPP ^ A tata ~\ n 

DcqueiiL-c d, nppii 


29 


533 


77 


0 


112 


9 


Tin /^i Oi AAA A A 11 

US -09-809-7jy-x / 


Cortimn^fi 1 ""7 A tata \ 

bequence x / , >\ppx 


3 0 


5-33 


77 


0 


112 


9 


US -09-840-459-lb 


C y-^v /^rl 1 *-\ T^i r~* ^ 1 C A TATA 1 

bequence J--^/ ■"■PP 1 


31 


530 


76 


6 


112 


9 


tto a A lie AO 1- ? /I 

US - 0 9 - 8 3 5 - 0 8 7 - 4 


bequence , Hppn 


32 


530 


76 


6 


112 


9 


TTO AA AAA AIO 1 C 

US - 09-809- / jy-lb 


CartnoTiPP T R A tata ~\ 

bequence id, t\yy± 


33 


530 


76 


6 


112 


9 


US-09-840-459 - 13 


bequence i-5, i*.ppx 


34 


527 


76 


2 


114 


9 


US - 09-840-459-106 


Prt/Yiior\rtQ 1 r\ C • AtATA 

bequence xuo, «pp 


35 


526 


76 


. 0 


112 


13 


Tin -1A AAA /• A A O 

US -10-032-482-8 


bequence o, /\ppxx 


36 


525 


75 


9 


112 


9 


TTA AA A A C" A A T *~ 7 

US - 09-835-087-7 


C <?i /TT T £i rS A **7 A TATA 1 T 

bequence / , /ippxx 


37 


525 


75 


9 


112 


9 


TTO AA AAA A A <A lO 

US - 09-809-739-18 


Co/riionr a 1 Q A tata "1 

bequence xo, /\kypx 


38 


525 


75 


. 9 


112 


a 

9 


TTC AQ Q/IA /ICQ 1 A *"7 

Ub"Uy-o4u-4by-iu / 


Qpnnpnrp> 1 0 7 Ann 


39 


520 


75 


. 1 


112 


9 


US-09-835-087-3 


Sequence 3, Appli 


40 


520 


75 


. 1 


112 


9 


US-09-809-739-14 


Sequence 14, Appl 


41 


520 


75 


. 1 


112 


9 


US-09-840-459-12 


Sequence 12, Appl 


42 


515 


74 


.4 


100 


9 


US-09-840-459-22 


Sequence 22, Appl 


43 


511 


73 


.8 


132 


15 


US-10-309-764-117 


Sequence 117, App 


44 


510 


73 


.7 


132 


15 


US-10-309-764-113 


Sequence 113, App 


45 


506 


73 


. 1 


132 


15 


US-10-309-764-109 


Sequence 109, App 



ALIGNMENTS 



RESULT 1 

US-10-010-942B-2 

; Sequence 2, Application US/10010942B 

; Publication No. US2 003 01654 96A1 

; GENERAL INFORMATION: 

; APPLICANT: Basi, Guriq 



APPLICANT: Saldanha, Jose 
APPLICANT: Yednock, Ted 

TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
TITLE OF INVENTION: BETA AMYLOID PEPTIDE 
FILE REFERENCE: ELN-002 

CURRENT APPLICATION NUMBER: US/ 10/010, 94 2B 
CURRENT FILING DATE: 2002-12-06 
PRIOR APPLICATION NUMBER: US 60/251,8 92 
PRIOR FILING DATE: 2000-12-06 
NUMBER OF SEQ ID NOS : 63 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 2 
LENGTH: 13 2 
TYPE : PRT 

ORGANISM: Mus musculus 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . . (20) 
US-10-010-942B-2 



Qy 

Db 

Qy 

Db 

Qy 

Db 



Query Match 100.0%; Score 692; DB 14; Length 132; 

Best Local Similarity 100.0%; Pred. No. 4.1e-59; 

Matches 132; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 6 0 

. . I M 1 1 1 1 1 1 11 1 1 1 1 1 1 1 1 1 ! E 1 1 M I ! 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M 1 1 M II M M 1 1 

1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 
61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

IIIMIIIIIilllllllllllllMIIIIIIMMIIIIIIIIIIIIIIMMIIIIII 

61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

121 RTFGGGTKLEIK 132 

llllllllllll 
121 RTFGGGTKLEIK 132 



RESULT 2 
US-10-388-389-2 

; Sequence 2, Application US/10388389 
; Publication No. US20040087777A1 
; GENERAL INFORMATION: 
; APPLICANT: Basi , Guriq 

APPLICANT: Saldanha, Jose 
; APPLICANT: Yednock, Ted 

; TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
; TITLE OF INVENTION: BETA- AMYLOID PEPTIDE 

FILE REFERENCE: ELN-002CP 
; CURRENT APPLICATION NUMBER: US/ 10/ 3 8 8 , 3 8 9 
; CURRENT FILING DATE: 2003-03-12 
; PRIOR APPLICATION NUMBER: US 10/010,942 
; TRIOR FILING DATE: 2001-12-06 
; PRIOR APPLICATION NUMBER: US 60/251,892 
; PRIOR FILING DATE: 2000-12-06 
; NUMBER OF SEQ ID NOS: 63 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 2 



LENGTH: 132 
TYPE : PRT 

ORGANISM: Mus musculus 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . . (20) 
US-10-388-389-2 



Query Match 100.0%; Score 692; DB 16 

Best Local Similarity 100.0%; Pred. No. 4.1e-59 
Matches 132; Conservative 0; Mismatches 0 



Length 132; 

Indels 0; Gaps 0; 



QY 
Db 

QY 
Db 

Qy 
Db 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 

1 1 1 1 E 1 1 1 1 1 1 1 i I ! 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 f E t ! 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 

1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 



61 



61 



LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 

1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 f S 1 1 1 1 1 1 1 1 1 [ 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E E i 1 1 1 1 1 1 1 1 E I 

LLQRPGQS PKRL I YLVSKLDSGVPDRFTGSGSGTDFTLKI SRIEAEDLGLYYCWQGTHFP 



60 



60 



120 



120 



121 RTFGGGTKLE I K 13 2 

Illlllllllll 
121 RTFGGGTKLE IK 13 2 



RESULT 3 

US-09-881-823-10 

Sequence 10, Application US/09881823 
Patent No. US20020068066A1 
GENERAL INFORMATION: 
APPLICANT : SHI , WENYUAN 
APPLICANT: ANDERSON, MAXWELL 
APPLICANT: MORRISON, SHERIE 
APPLICANT: TRINH, RYAN 
APPLICANT: WIMS, LETITIA 
APPLICANT: CHEN, LI 

TITLE OF INVENTION: Method for the Treatment and Prevention of Dental Caries 
FILE REFERENCE: 22851-032 

CURRENT APPLICATION NUMBER: US/09/881 , 823 
CURRENT FILING DATE: 2 001-06-15 
PRIOR APPLICATION NUMBER: US 07/378,577 
PRIOR FILING DATE: 1999-08-20 
NUMBER OF SEQ ID NOS : 32 
SOFTWARE: Patentln version 3.0 
SEQ ID NO 10 
LENGTH: 13 5 
TYPE : PRT 
ORGANISM: Murine 
US-09-881-823-10 

Query Match 93.9%; Score 650; DB 9; Length 135; 

Best Local Similarity 93.2%; Pred. No. 4.7e-55; 

Matches 12 3; Conservative 5; Mismatches 4; Indels 0; Gaps 0; 



QY 
Db 



1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

Illlllllllllllllllll lllllllllilMIIIIIIIIIIIIIIIII Ihllhl 

1 MMSPAQFLFLLVLWIRETNGDVA/MTQTPLTLSVTIGQPASISCKSSQSLLDRDGRTYLSW 60 



Qy 


61 


LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

IMillllllllllllllllMIMIIIIIIIIIIIMIIIhlllllhlllllllMI 

LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFP 12 0 


Db 


61 


Qy 


121 


RTFGGGTKLE I K 13 2 


Db 


121 


III llllhl 
LTFGAGTKLELK 132 



RESULT 4 

US-10-462-062-163 

; Sequence 163, Application US/10462062 

; Publication No. US20040044187A1 

; GENERAL INFORMATION: 

; APPLICANT: SATO, KOH 

; APPLICANT: ADACHI , HIDEKI 

; TITLE OF INVENTION: HUMANIZED ANTIBODIES AGAINST HUMAN TISSUE FACTOR (TF) 
; TITLE OF INVENTION: AND PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODIES 

FILE REFERENCE: 053466-0360 
; CURRENT APPLICATION NUMBER: US/ 10/4 62 , 0 62 

CURRENT FILING DATE: 2003-06-16 
/ PRIOR APPLICATION NUMBER: PCT/ JP99/ 0176 8 
; PRIOR FILING DATE: 1999-04-02 
; PRIOR APPLICATION NUMBER: JP 10-91850 
; PRIOR FILING DATE: 1998-04-03 
; NUMBER OF SEQ ID NOS : 183 
; SOFTWARE: Patentln Ver. 2.1 
; SEQ ID NO 16 3 

LENGTH: 131 

TYPE: PRT 
; ORGANISM: Artificial Sequence 

FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence: Full-length amino 

acid 

OTHER INFORMATION: sequence for L chain V region of anti-TF mouse monoclonal 
OTHER INFORMATION: antibody ATR-7 
US-10-462-062-163 

Query Match 93.8%; Score 64 9; DB 12; Length 131; 

Best Local Similarity 93.9%; Pred. No. 5.7e-55; 

Marches 123; Conservative 4; Mismatches 4; Indels 0; Gaps 0; 
Oy 2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

Illlllllllllllll II MMMIIMIMIIIIIhlMIMIMMMIIIIMI 

D b 1 MS PAQFLFLLVLWIRE INGDWLTQTPLTLS VTIGQPAS VSCKS SQSLLDSDGKTYLNWL 6 0 

Oy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M M I i M S 1 1 1 1 1 1 i M 1 1 1 1 1 M H M 1 1 1 ^ 1 1 i 1 1 MM 

Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPD 12 0 

Qy 12 2 TFGGGTKLEIK 13 2 

UMMI || 
Db 121 TFGGGTKLEIK 131 



RESULT 5 



US-10-462-062-164 

Sequence 164, Application US/10462062 
Publication No. US2 0040044187A1 
GENERAL INFORMATION: 
APPLICANT : SATO , KOH 
APPLICANT: ADACHI , HIDEKI 

TITLE OF INVENTION: HUMANIZED ANTIBODIES AGAINST HUMAN TISSUE FACTOR (TF) 
TITLE OF INVENTION: AND PROCESS OF PRODUCTION OF THE HUMANIZED ANTIBODIES 
FILE REFERENCE: 053466-0360 

CURRENT APPLICATION NUMBER: US/ 10/462 , 062 
CURRENT FILING DATE: 2003-06-16 
PRIOR APPLICATION NUMBER: PCT/ JP99/ 0 17 68 
PRIOR FILING DATE: 1999-04-02 
PRIOR APPLICATION NUMBER: JP 10-91850 
PRIOR FILING DATE: 1998-04-03 
NUMBER OF SEQ ID NOS : 183 
SOFTWARE: Patent In Ver. 2.1 
SEQ ID NO 164 
LENGTH: 131 
TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence: Full-length amino 
acid 

OTHER INFORMATION: sequence for L chain V region of anti-TF mouse monoclonal 
OTHER INFORMATION: antibody ATR-8 
US-10-462-062-164 

Query Match 93.4%; Score 646; DB 12; Length 131; 

Best Local Similarity 93.1%; Pred . No. l.le-54; 

Matches 122; Conservative 5; Mismatches 4; Indels 0; Gaps 0; 

Qy 2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

Illllllllllllll: II I I : I I I I I I I I I I ! I I I I h I I I I I I I I I I I I I II I I I I I 
Db 1 MSPAQFLFLLVLWIRDINGDWLTQTPLTLSVTIGQPASVSCKSSQSLLDSDGKTYLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

Ml Ml Illllllllll Mi M ill III II M Mill lh!M ! Ihli 1 1 MM 

Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQDTHFPD 12 0 

Qy 122 TFGGGTKLEIK 132 

Illllllllll 
Db 121 TFGGGTKLEIK 131 



RESULT 6 

US-10-010-942B-5 

; Sequence 5, Application US/10010942B 

; Publication No. US2003 0165496A1 

; GENERAL INFORMATION: 

; APPLICANT: Basi, Guriq 

APPLICANT: Saldanha, Jose 

APPLICANT: Yednock, Ted 

TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
TITLE OF INVENTION: BETA AMYLOID PEPTIDE 
FILE REFERENCE: ELN-0 02 
; CURRENT APPLICATION NUMBER: US/10/010 , 942B 



CURRENT FILING DATE: 2002-12-06 
PRIOR APPLICATION NUMBER: US 60/251,892 
PRIOR FILING DATE: 2000-12-06 
NUMBER OF SEQ ID NOS : 63 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 5 
LENGTH: 13 2 
TYPE : PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

NAME/ KEY: SIGNAL 
LOCATION: (1) ... (20) 

OTHER INFORMATION: humanized 3D6 light chain variable region 
US-10-010-942B-5 

Query Match 92.5%; Score 640; DB 14; Length 132; 

Best Local Similarity 90.2%; Pred. No. 4.3e-54; 

Matches 119; Conservative 10; Mismatches 3; Indels 0; Gaps 0; 

Qy l MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

II— II hlllllllllllllllllllllll 
D b 1 MMSPAQFLFLLVLWIRETNGYWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

II h 1 1 1 1 h 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 h 1 1 1 1 1 II 1 1 1 1 1 1 h 1 1 1 h I = 1 1 1 1 1 1 1 1 1 1 

D v> 6i LLQKPGQSPQRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 12 0 



Qy 121 RTFGGGTKLEIK 132 

II MM hill 
Db 121 RTFGQGTKVEIK 132 



RESULT 7 
US-10-388-389-5 

; Sequence 5, Application US/10388389 

; Publication No. US20040087777A1 

; GENERAL INFORMATION: 

; APPLICANT: Basi, Guriq 

; APPLICANT: Saldanha, Jose 

APPLICANT: Yednock, Ted 
; TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
; TITLE OF INVENTION: BETA- AMYLOID PEPTIDE 

FILE REFERENCE: ELN-002CP 
; CURRENT APPLICATION NUMBER: US/ 10/ 3 88 , 3 8 9 
; CURRENT FILING DATE: 2003-03-12 
; PRIOR APPLICATION NUMBER: US 10/010,942 

PRIOR FILING DATE: 2001-12-06 
; PRIOR APPLICATION NUMBER: US 60/251,892 
; PRIOR FILING DATE: 2000-12-06 
; NUMBER OF SEQ ID NOS: 63 

; SOFTWARE: FastSEQ" for Windows Version 4.0 
; SEQ ID NO 5 

LENGTH: 132 
; TYPE : PRT 

; ORGANISM: Artificial Sequence 
FEATURE : 

NAME /KEY: SIGNAL 



LOCATION: (1) . . . (20) 

OTHER INFORMATION: humanized 3D6 light chain variable region 
US-10-388-389-5 

Query Match 92.5%; Score 640; DB 16; Length 132; 

Best Local Similarity 90.2%; Pred . No. 4.3e-54; 

Matches 119; Conservative 10; Mismatches 3; Indels 0; Gaps 0; 

Oy i MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

! | i I I I I I'Mh II hllllllllllllllllllMIII 

D b 1 MMSPAQFLFLLVLWIRETNGYWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

MhllllhllMIIIMIIMIMhlllllllllllllhlMhhlMIMMII 

Db 61 LLQKPGQSPQRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 12 0 

Qy 121 RTFGGGTKLEIK 132 

I I II llhlll 
Db 121 RTFGQGTKVEIK 132 



RESULT 8 

US-10-006-773-11 

Sequence 11, Application US/10006773 
Publication No. US20020132 983A1 
GENERAL INFORMATION: 
APPLICANT: Junghans, Richard P. 

TITLE OF INVENTION: Antibodies as Chimeric Effector Cell Receptors Against 
Tumor Antigens 

FILE REFERENCE: 003 

CURRENT APPLICATION NUMBER: US/ 10/ 0 06 , 773 
CURRENT FILING DATE: 2001-12-10 
PRIOR APPLICATION NUMBER: 60/250,089 
PRIOR FILING DATE: 2000-11-30 
NUMBER OF SEQ ID NOS : 19 
SOFTWARE: Patent In version 3.1 
SEQ ID NO 11 
LENGTH: 132 
TYPE : PRT 
ORGANISM: Mus sp . 
US-10-006-773-11 

Query Match 91.9%; Score 636; DB 13; Length 132; 

Best Local Similarity 93.9%; Pred. No. le-53; 

Matches 12 3; Conservative 4; Mismatches 4; Indels 0; Gaps 0 
q v 2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNVJL 61 

III 111 = 11 IIIIIIIIIIIIIIIIIMIIIIII hllllllll 

D b 1 MSPAQFLFLLVLWIQETNGDWMTQTPLTLSVTIGQPASISCKSSQSLLYSNGKTYLNWL 60 

Q y 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR 121 

IIIMIIIIIIIMIIIIIIIIIIIMMIMIIIIIMM:|llllhlll I 

Db 61 LQRPGQSPKRL I YLVS KLDSGVPDRFTGSGSGTDFTLKI SRVEAEDLGVYYCVQGTHFPH 12 0 



Db 



122 TFGGGTKLEIK 132 

Illllllllll 
121 TFGGGTKLEIK 131 



RESULT 9 

US-10-010-942B-11 

Sequence 11, Application US/10010942B 
Publication No. US2 003 01654 96A1 
GENERAL INFORMATION: 
APPLICANT: Basi, Guriq 
APPLICANT: Saldanha, Jose 
APPLICANT : Yednock , Ted 

TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
TITLE OF INVENTION: BETA AMYLOID PEPTIDE 
FILE REFERENCE: ELN-0 02 

CURRENT APPLICATION NUMBER: US/10/010 , 942B 
CURRENT FILING DATE: 2002-12-06 
PRIOR APPLICATION NUMBER: US 60/251,8 92 
PRIOR FILING DATE: 2 000-12-06 
NUMBER OF SEQ ID NOS : 63 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 11 
LENGTH: 132 
TYPE : PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . . (20) 

OTHER INFORMATION: humanized 3D6 light chain variable region 
US-10-010-942B-11 

Query Match 91.0%; Score 630; DB 14; Length 132; 

Best Local Similarity 89.4%; Pred. No. 3.9e-53; 

Matches 118; Conservative 10; Mismatches 4; Indels 0; Gaps 0; 
Oy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

llllllllllllllllllll llllhlhl II hlllllllllllllllllllllll 

Db 1 MMSPAQFLFLLVLWIRETNGDWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 60 

Q y 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

| ,| :| || || :!| : I , I I ! M II li I hll II II I I I Ml I - I ^hhll! II II I M 
D b 61 LLQKPGQSPQRLI YLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 120 

Qy 121 RTFGGGTKLE I K 132 

MM II hill 

Db 121 RTFGQGTKVE I K 13 2 



RESULT 10 
US-10-388-389-11 

; Sequence 11, Application US/10388389 
; Publication No. US20040087777A1 
; GENERAL INFORMATION: 

APPLICANT: Basi, Guriq 
; APPLICANT: Saldanha, Jose 

APPLICANT: Yednock, Ted 

TITLE OF INVENTION: HUMANIZED ANTIBODIES THAT RECOGNIZE 
TITLE OF INVENTION: BETA- AMYLOID PEPTIDE 
; FILE REFERENCE: ELN-002CP 



CURRENT APPLICATION NUMBER: US/10/388 , 3 89 
CURRENT FILING DATE: 2003-03-12 
PRIOR APPLICATION NUMBER: US 10/010,942 
PRIOR FILING DATE: 2001-12-06 
PRIOR APPLICATION NUMBER: US 60/251,892 
PRIOR FILING DATE: 2000-12-06 
NUMBER OF SEQ ID NOS : 63 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 11 
LENGTH: 13 2 
TYPE : PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . . (20) 

OTHER INFORMATION: humanized 3D6 light chain variable region 
US-10-388-389-11 

Query Match 91.0%; Score 63 0; DB 16; Length 132; 

Best Local Similarity 89.4%; Pred. No. 3.9e-53; 

Matches 118; Conservative 10; Mismatches 4 ; Indels 0; Gaps 0 
Cv i MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

1 1 1 1 1 MINIUM Mllhlhl M H 1 1 1 1 II 1 1 II 1 1 1 1 1 II I li 1 1 

Db i MMSPAQFLFLLVLWIRETNGDWMTQSPLSLPVTPGEPASISCKSSQSLLDSDGKTYLNW 6 0 

Q y 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

M I M II 1 1 : II I II M II M 1 1 1 M h 1 1 II II I M M M i * M M : I M I II 1 1 M II 

Db 61 LLQKPGQSPQRLIYLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCWQGTHFP 12 0 

Qy 121 RTFGGGTKLE I K 13 2 

I I I I 111 = 111 
Db 121 RTFGQGTKVE I K 132 



RESULT 11 
US-09-840-459-102 

Sequence 102, Application US/09840459 
Patent No. US20020150576A1 
GENERAL INFORMATION: 
APPLICANT: LaRosa, Gregory J. 
APPLICANT: Horvath, Christopher 
APPLICANT: Newman, Walter 
APPLICANT: Jones , S. Tarran 
APPLICANT: O'Brien, Siobhan H . 
APPLICANT: O'Keefe, Theresa 

TITLE OF INVENTION: HUMANIZED ANTI-CCR2 ANTIBODIES AND 
TITLE OF INVENTION: METHODS OF USE THEREFOR 
FILE REFERENCE: 1855.1052-012 
CURRENT APPLICATION NUMBER: US/09/ 84 0 , 459 
CURRENT FILING DATE: 2001-02-02 
PRIOR APPLICATION NUMBER: PCT/US0 1/ 03 537 
PRIOR FILING DATE: 2001-02-02 
PRIOR APPLICATION NUMBER: 09/497,625 
PRIOR FILING DATE: 2000-02-03 
PRIOR APPLICATION NUMBER: 09/359,193 
PRIOR FILING DATE: 1999-07-22 



; PRIOR APPLICATION NUMBER: 09/121,781 
; PRIOR FILING DATE: 1998-07-23 
; NUMBER OF SEQ ID NOS : 107 

; SOFTWARE: FastSEQ for Windows Version 3.0 
; SEQ ID NO 102 

LENGTH : 14 2 

TYPE : PRT 

ORGANISM: Mus musculus 
US-09-840-459-102 



Query Match 87.6%; Score 606; DB 9; Length 142; 

Best Local Similarity 93.5%; Pred. No. 8.9e-51; 

Matches 115; Conservative 4; Mismatches 4; Indels 0; Gaps 0; 
Qy io LLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSP 69 

IIIIMIII I I : 'IN: I M I M M I M 1 1 ! [ 1 1 1 1 ^ 1 1 ! I M 1 1 1 1 1 1 

D b 7 LLVLWIRETIGDWMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSP 66 

Q y 70 KRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKL 12 9 

i n ! - iiiiiiii 

D b 67 KRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKL 12 6 



Qy 

Db 



130 EIK 132 
III 

127 EIK 129 



RESULT 12 
US-09-835-087-1 

; Sequence 1, Application US/09835087 
; Patent No. US20020042370A1 
; GENERAL INFORMATION: 

APPLICANT: Wayne W. Hancock 

TITLE OF INVENTION: Method of Treating Graft Rejection Using 

TITLE OF INVENTION: Inhibitors of CCR2 Function 
; FILE REFERENCE: 1855.2008-003 
; CURRENT APPLICATION NUMBER: US/09/835 , 087 

CURRENT FILING DATE: 2001-09-24 

PRIOR APPLICATION NUMBER: 0 9/549,448 

PRIOR FILING DATE: 2 000-04-14 
; NUMBER OF SEQ ID NOS: 19 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 1 

LENGTH: 112 

TYPE : PRT 

ORGANISM: Mus Musculus 
FEATURE : 

NAME/KEY: DOMAIN 
LOCATION: (1) ... (112) 

OTHER INFORMATION: Murine mAb 1D9 light chain variable region 
US-09-835-087-1 

Query Match 80.9%; Score 560; DB 9; Length 112; 

Best Local Similarity 94.6%; Pred. No. 1.9e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 



Qy 



22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 



IIIMIMIIIIhl S 1 1 i 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 = 1 1 f E 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 i 1 1 

Db 2 WMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPKRLIYLVSKLDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

IIIIIIMIIIMIIMIIIhlllllhlllllllMI IIIIIIIMII 

Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKLEIK 112 



RESULT 13 
US-09-809-739-11 

Sequence 11, Application US/09809739 
Patent No. US2 0 02 010 63 69A1 
GENERAL INFORMATION: 
APPLICANT: Horvath, Christopher J. 
APPLICANT: Rao , Patricia E. 

TITLE OF INVENTION: Method of Inhibiting Stenosis and 
TITLE OF INVENTION: Restenosis 
FILE REFERENCE: 1855.1069-003 
CURRENT APPLICATION NUMBER: US/09/809 , 739 
CURRENT FILING DATE: 2001-03-15 
PRIOR APPLICATION NUMBER: US 09/528,267 
PRIOR FILING DATE: 2 000-03-17 
NUMBER OF SEQ ID NOS : 2 3 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 11 
LENGTH: 112 
TYPE : PRT 
ORGANISM: Unknown 
FEATURE: 
NAME /KEY: SITE 
LOCATION: (1) . . . (112) 

OTHER INFORMATION: Murine mAb 1D9 light chain variable region 
NAME/KEY: SITE 
LOCATION: (24) . . . (39) 
OTHER INFORMATION: CDR1 
NAME /KEY: SITE 
LOCATION: (55) . . . (61) 
OTHER INFORMATION: CDR2 
NAME /KEY: SITE 
LOCATION: (94) . . . (102) 
OTHER INFORMATION: CDR3 
OTHER INFORMATION: Mouse 
US-09-809-739-11 

Query Match 80.9%; Score 560; DB 9; Length 112; 

Best Local Similarity 94.6%; Pred. No. 1.9e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0; 
Q y 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

Illlllllllllhl 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II M : 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

D b 2 WMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPKRLIYLVSKLDS 61 

Q y 32 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

1 1 1 II 1 1 1 M 1 1 1 1 1 1 1 1 = 1 1 1 1 1 1 = 1 1 M 1 1 1 1 1 1 IIIIIIIMII 

Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKLEIK 112 



RESULT 14 
US-09-840-459-9 

Sequence 9, Application US/09840459 
Patent No. US2 002 0150576A1 
GENERAL INFORMATION: 
APPLICANT: LaRosa, Gregory J. 
APPLICANT: Horvath, Christopher 
APPLICANT: Newman, Walter 
APPLICANT: Jones, S. Tarran 
APPLICANT: O'Brien, Siobhan H. 
APPLICANT: O'Keefe, Theresa 

TITLE OF INVENTION: HUMANIZED ANTI-CCR2 ANTIBODIES AND 
TITLE OF INVENTION: METHODS OF USE THEREFOR 
FILE REFERENCE: 1855.1052-012 
CURRENT APPLICATION NUMBER: US/ 09/ 84 0 , 45 9 
CURRENT FILING DATE: 2001-02-02 
PRIOR APPLICATION NUMBER: PCT/US01/03 537 
PRIOR FILING DATE: 2001-02-02 
PRIOR APPLICATION NUMBER: 0 9/4 97,62 5 
PRIOR FILING DATE: 2000-02-03 
PRIOR APPLICATION NUMBER : 09/359,193 
PRIOR FILING DATE: 1999-07-22 
PRIOR APPLICATION NUMBER: 09/121,781 
PRIOR FILING DATE: 1998-07-23 
NUMBER OF SEQ ID NOS : 10 7 

SOFTWARE: FastSEQ for Windows Version 3.0 
SEQ ID NO 9 
LENGTH: 112 
TYPE: PRT 

ORGANISM: Mus musculus 
US - 0 9 -840 - 9-9 

Query Match 80.9%; Score 560; DB 9; Length 112; 

Best Local Similarity 94.6%; Pred. No. 1.9e-46; 

Matches 10 5; Conservative 4; Mismatches 2; Indels 0; Gaps i 
Q Y 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

1 1 1 1 1 1 1 1 1 1 1 1 1 ^ I IIIIIIIIIIIIMMIIhlllllMIIIIIIIIIIIIIIIM 

Dt) 2 V^/MTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPKRLIYLVSKLDS 61 

Q Y 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 : 1 1 1 1 l.h 1 1 1 1 1 II 1 1! I Ml III II 1 1 

Db 62 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKLEIK 112 



RESULT 15 

US -10 -2 72 -8 99A-86 

Sequence 86, Application US/10272899A 
Publication No. US20040033561A1 
GENERAL INFORMATION: 
APPLICANT: O'Keefe, Theresa L. 

Healy, Judith Jacques 
Newman, Walter 
Ponath, Paul 
Bruce Keyt 



APPLICANT: 
APPLICANT: 
APPLICANT: 
APPLICANT: 



TITLE OF INVENTION: IMMUNOGLOBULIN DNA CASSETTE MOLECULES, 



; TITLE OF INVENTION: MONOBODY CONSTRUCTS, METHODS OF PRODUCTION, AND METHODS 
OF 

TITLE OF INVENTION: USE THEREFOR 

FILE REFERENCE: MPI01- 244P2RM 
; CURRENT APPLICATION NUMBER: US /10/272,899A 

CURRENT FILING DATE: 2002-10-17 
; PRIOR APPLICATION NUMBER: 60/350,166 

PRIOR FILING DATE: 2001-10-19 
; PRIOR APPLICATION NUMBER: 60/392,364 
/ PRIOR FILING DATE: 2002-06-26 
; NUMBER OF SEQ ID NOS : 110 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 86 
LENGTH: 122 
TYPE : PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: variable insert protein sequence nlD9VK hum 
US-10-272-899A-86 

Query Match 80.9%; Score 560; DB 12; Length 122; 

Best Local Similarity 94.6%; Pred. No. 2.1e-46; 

Matches 105; Conservative 4; Mismatches 2; Indels 0; Gaps 0; 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I I I I I I M I : I I I II I M I I I I I I I I I I I h I I I I II I I I I I M I I I I I I I I I I I 
Db 8 WMTQTPLTLSVTVGHPASISCKSSQSLLDSDGKTFLNWLLQRPGQSPKRLIYLVSKLDS 67 

Qy 32 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

I II 1 1 U 1 1 1 U 1 1 1 : 1 1 ! Ml ! 1 1 M I M 1 1 M, 1 1 IIMI III I 

Db 68 GVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYTFGGGTKLEIK 118 



Search completed: May 17, 2004, 11:42:05 
Job time : 38.6444 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: May 17, 2 004, 11:25:03 ; Search time 13.8 Seconds 

(without alignments) 
961.915 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-10-010-942B-4 
719 

1 MNFGLSLIFLVLVLKGVQCE DHYSGSSDYWGQGTTVTVSS 13 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched 



283366 seqs, 96191526 residues 



Total number of hits satisfying chosen parameters: 



283366 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



PIRJ78 : * 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
S09258 

Ig heavy chain V region precursor - mouse (fragment) 
C; Species: Mus musculus (house mouse) 

C;Date: 29-Jan-1993 #sequence_revision 29-Jan-1993 #text_change 23-Jul-1999 
C; Accession: SO 92 58 

R;Hamada, H.; Maezawa, K. ; Tsuruo, T. 
Nucleic Acids Res. 18, 1900, 1990 

A; Title: Nucleotide sequences of the variable regions of a mouse monoclonal 
antibody MRK16. 

A;Reference number: S09258; MUID : 90245594 ; PMID:2110659 
A/Accession: S09258 
A;Molecule type: DNA 
A; Residues: 1-13 8 <HAM> 

A; Cross-references : EMBL:X51719; NID:g53207; PIDN:CAA36012 . 1; PID:g297545 
C; Genetics : 
A;Introns: 16/1 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C;Keywords: heterotetramer ; immunoglobulin 
F/34-117/Domain: immunoglobulin homology <IMM> 



Query Match 79.7%; Score 573; DB 2; Length 138; 

Best Local Similarity 80.4%; Pred. No. 1.4e-42; 

Matches 111; Conservative 8; Mismatches 19; Indels 0; Gaps 



0; 



Qy l MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

1 1 Ml II I Nihil I II III II MINI Ml I I MM I III I Ml hi Mill I 

Db 1 MNFGLSLIFLVLILKGVQCEVILVESGGGLVKPGGSLKLSCAASGFTFSSYTMSWVRQTP 60 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 120 

Mill II hi MM Ml h 1 1 1 M 1 1 1 h 1 1 1 1 II I MM hill II MM II 

Db 61 EKRLEWVATISSGGGNTYYPDSVKGRFTISRDNAKNNLYLQMSSLRSEDTALYYCARYYR 12 0 

Qy 121 YSGSSDYWGQGTTVTVSS 13 8 

I Mill lllh 

Db 121 YEAWFASWGQGTLVTVSA 13 8 



RESULT 2 
B26471 

Ig heavy chain precursor V region (MAK33) - mouse 
C; Species: Mus musculus (house mouse) 

C;Date: 05-Jun-1988 #sequence_revision 05-Jun-1988 #text__change 23-Jul-1999 
C;Accession: B26471; S70410 

R;Buckel, P.; Hubner-Parajsz, C; Mattes, R. ; Lenz, H. ; Haug, H.; Beaucamp, K. 
Gene 51, 13-19, 1987 

A; Title: Cloning and nucleotide sequence of heavy- and light-chain cDNAs from 

creatine-kinase-specif ic monoclonal antibody. 

A; Reference number: A91572; MUID : 87248058 ; PMID:3110009 

A;Accession: B26471 

A; Molecule type: mRNA 

A; Residues: 1-152 <BUC> 

A; Cross-references: GB:M16163; NID:gl95405; PIDN : AAA3 8292 . 1 ; PID:gl95406 
R ; Lebecque , S . G . ; Gearhart , P.J. 
J. Exp. Med. 172, 1717-1727, 1990 

A; Title: Boundaries of somatic mutation in rearranged immunoglobulin genes: 5' 

boundary is near the promoter, and 3' boundary is about 1 kb from V(D)J gene. 

A;Reference number: S70410; MUID : 91079775 ; PMID:2258702 

A;AcceSsion: S70410 

A; Status: translation not shown 

A; Molecule type: DNA 

A;Residues: 1-19 <LEB> 

A;Cross-references: EMBL:X53776; NID:g52475; PIDN : CAA3 7792.1; PID:g52476 
C; Genetics : 
A;Introns: 16/1 

C; Super family: immunoglobulin V region; immunoglobulin homology 

C; Keywords : heterotetramer ; immunoglobulin 

F; 1-19/Domain: signal sequence ttstatus predicted <SIG> 

F;20-152/Product : Ig heavy chain V region MAK33 #status predicted <MAT> 
F ; 34-117 /Domain : immunoglobulin homology <IMM> 

Query Match 7 9.1%; Score 56 9; DB 2; Length 152; 

Best Local Similarity 78.2%; Pred. No. 3.5e-42; 

Matches 111; Conservative 10; Mismatches 17; Indels 4; Gaps 3 
Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 : Ml MM I III MUM MM Ml hi I MM 



Db 1 MNFGLSLIFLVLVLKGVQCEVQGVESGGGLVKPGGSLKLSCAASGFTFSDYYMYWVRQTP 6 0 



Qy 61 DKRLEW VAS I RSGGGRTYYSDNVKGRFT I SRENAKNTLYLQMS SLKS EDTAL YYC VR 117 

:| | M II h I II III hllllllllhllll lllllllllllllhlll I 

Db 61 EKRLEWVATISDGGSYTYYPDSVKGRFTISRDNAKNNLYLQMSSLKSEDTAMYYCARDKA 120 

Qy 118 - YDHYSGSSDYWGQGTTVTVSS 138 

I H : llllllhlllll 
Db 121 YYGNYGDAMDYWGQGTS VTVS S 14 2 



RESULT 3 
S38808 

Ig heavy chain - mouse 

C; Species: Mus musculus (house mouse) 

C;Date: 19-Mar-1997 #sequence_revision 19-Mar-1997 #text_change 21-Jan-2000 
C; Accession: S38 80 8 

R;Sequeira, A./ Avrameas, S.; Jouvin-Marche , E. 
Immunogenetics 36, 15-21, 1992 

A;Title: Molecular characterization of the variable regions of a mouse 

polyreactive IgG2b antibody with rheumatoid factor activity. 

A/Reference number: S38807; MUID: 92267566; PMID:1587549 

A; Accession: S3 8 8 08 

A; Status : preliminary 

A; Molecule type: mRNA 

A; Residues: 1-139 <SEQ> 

A; Cross-references : EMBL:X53400 

A;Note: the authors translated the codon GAG for residue 117 as Lys 

A; Note: the sequence of residues 134-13 9 and the corresponding nucleotide 

sequence are not shown in this paper 

C;Superf amily : immunoglobulin V region; immunoglobulin homology 
7: 34-116/Domain: immunoglobulin homology <IMM> 

Query Match 77.8%; Score 559.5; DB 2; Length 139; 

Best Local Similarity 79.3%; Pred. No. 2.1e-41; 

Matches 111; Conservative 8; Mismatches 16; Indels 5; Gaps 2 

Qy i MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

| | M I Mlllllllllllhl MINI 

Db 1 MNFG F S L I F L VL VL KG VQC E VKL VE S GGGL VKP GG S L KL S C AAS G F T F S S YAM S W VRQT P 60 

Qy 61 DKRLEWVAS IRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKS EDTAL YYCVRYDH 12 0 

:| Mill III I M Ml hllllllllhlhl II II III hi II I hi M I 
D b 61 EKRLEWVASI -SRGGTTYYPDSVKGRFTISRDNARNNLYLQMSSLRSEDTAMYYCAREGI 119 

Qy 121 YSG S SD YWGQGTT VTV 13 6 

II M MlhM I 

Db 12 0 YYGYALYGMDYWGQGTSVTV 139 



RESULT 4 
C34903 

Ig heavy chain precursor V region (5-27) - mouse 
C; Species: Mus musculus (house mouse) 

C;Date: 27-Jul-1990 #sequence__revision 27-Jul-1990 #text_change . 16-Aug- 1996 
C; Accession: C34 903 

R;Bedzyk, W.D.; Herron, J.N.; Edmundson, A.B.; Voss Jr., E.W. 



J. Biol. Chem. 265, 133-138, 1990 

A; Title: Active site structure and antigen binding properties of idiotypically 
cross-reactive anti - fluorescein monoclonal antibodies. 
A/Reference number: A34903; MUID : 900943 87 ; PMID : 2104617 
A; Accession : C34 903 

A; Status : preliminary; not compared with conceptual translation 
A; Molecule type: mRNA 
A/Residues : 1-142 <BED> 

C; Super family: immunoglobulin V region; immunoglobulin homology 

C ; Keywords : het erot e t ramer ; immunoglobulin 

F; 34 -119/Domain : immunoglobulin homology <IMM> 

Query Match 75.7%; Score 544; DB 2; Length 142; 

Best Local Similarity 76.1%; Pred . No. 4.7e-40; 

Matches 108; Conservative 9; Mismatches 21; Indels 4; Gaps 2 
Qy l MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

IMI Mill II III II II I! I I Ml I II I M 1 1 M M 1 1 1 1 1 1 1 1 I MM II 

Db 1 MNFGFSLIFLVLVLKGVQCEVKWVESGGGLVSPGGSLKLSCAASGFTFSTYAMSWVRQTP 60 

Qy 61 DKRLEWVASI - -RSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRY 118 

MM MM : IMMI hllllllllhlhl 1 1 II 1 1 1 h 1 1 1 1 h I M I 

Db 61 EKRLEWVASFGNKPTGGRTYYPDSVKGRFTISRDNARNILYLQMSSLRSEDTAMYYCARG 12 0 

Qy 119 DHYSGS - - SDYWGQGTTVTVSS 13 8 

Ml MM MM MM 

Db 121 GYYYGGYWFAYWGQGTLVTVSA 14 2 



RESULT 5 
S70442 

Ig heavy chain precursor V region (mu) - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 24-Jul-1998 #sequence_revision 24-Jul-1998 #text_change 21-Jan-2000 
C; Accession : S7044 2 

R;Cuisinier, A.M.; Fumoux, F.; Fougereau, M. ; Tonnelle, C. 
Mol. Immunol. 29, 1363-1373, 1992 

A; Title: IgM kappa/lambda EBV human B cell clone: an early step of 
differentiation of fetal B cells or a distinct B lineage? 
A;Reference number: S70442; MUID : 93024508 ; PMID:1383695 
A; Accession: S70442 

A; Status : not compared with conceptual translation 
A; Molecule type: mRNA 
A;Residues: 1-140 <CUI> 

C;Superf amily : immunoglobulin V region; immunoglobulin homology 
F; 34 -117/Domain : immunoglobulin homology <IMM> 

Query Match 72.5%; Score 521.5; DB 2; Length 140; 

Best Local Similarity 71.4%; Pred. No. 4.1e-38; 

Matches 100; Conservative 18; Mismatches 19; Indels 3; Gaps 2 
Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I IMI MM M M II h M M I M I M h 1 1 I h 1 1 1 1 1 1 1 1 1 1 II 1 1 1 IMI 

Db 1 MEFGLSWVFLVALLRGVQCQVQLVESGGGWQPGGSLRLSCAASGFTFSNYGMHWVRQAP 6 0 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 12 0 

I Mill II I I hhl 1 1 II Ml IMMI I II 1 1 Ml MM I IMMI I II 



Db 61 GKGLEWVAFIRYDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAR-DH 119 

Qy 121 YSGSS - - D YWGQGTTVTVS S 13 8 

- lllllll Mill 

Db 12 0 I VGAT YFD YWGQGTLVTVS S 13 9 



RESULT 6 
S31686 

Ig heavy chain V region - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 22-Nov-1993 #sequence_revision lO-Nov-1995 #text_change 23-Jul-1999 
C; Accession : S3 1686 

R;Cuisinier, A.M. ; Gauthier, L . ; Boubli, L. ; Fougereau, M . ; Tonnelle, C. 
submitted to the EMBL Data Library, June 1992 

A; Description: Mechanisms that generate human immunoglobulin diversity operate 

from the 8th week of gestation in feral liver. 

A;Reference number: S31585 

A; Access ion : S3 168 6 

A; Status : preliminary 

A; Molecule type: mRNA 

A;Residues: 1-140 <CUI> 

A;Cross-references: EMBL:Z14205; NID:g30969; PIDN : CAA7 8574 . 1 ; PID:g30970 
C;Superf amily : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F;34-117/Domain: immunoglobulin homology <IMM> 

Query Match 71.9%; Score 517; DB 2; Length 140; 

Best Local Similarity 70.7%; Pred . No. 9.9e-38; 

Matches 99; Conservative 17; Mismatches 22; Indels 2; Gaps 1 
Qy i MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I MM : M : 1 1 1 1 1 1 1 1 : 1 = II 1 1 1 1 1 = 1 1 1 1 = 1 1 1 1 1 1 1 M 1 1 = I MMM 

Db 1 MEFGLSWLSLVAILKGVQCEVQLLESGGGLVQPGGSLRLSCAASGFTF3 S YAMS WVRQAP 60 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 120 

I 1 1 1 h : I II II 1 1 1 : 1 1 1 1 II 1 1 1 : h 1 1 1 1 1 1 1 1 : 1 h M 1 1 M 1 1 1 

Db 61 GKGLEWVSAISGSGGSTYYSDSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKCPF 12 0 

Qy 121 YSGSS - -DYWGQGTTVTVSS 13 8 

II lllllll Mill 

Db 121 AGGS PS FD YWGQGTLVTVS S 140 



RESULT 7 
S05271 

Ig heavy chain precursor - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 30-Jun-1992 #sequence_revision 30-Jun-1992 #text_change 16-Aug-1996 
C;Accession: S05271; S04602 
R;Kishimoto, T. 

submitted to the EMBL Data Library, March 198 9 

A; Reference number: S05270 

A; Accession : S052 71 

A;Molecule type: mRNA 

A;Residues: 1-160. <KIS1> 

A; Cross -references : EMBL:X14 5 84 



R;Kishimoto, T.; Okajima, H.; Okumoto, T . ; Taniguchi, M. 
Nucleic Acids Res. 17, 4385, 1989 

A; Title: Nucleotide sequences of the cDNAs encoding the V-regions of H- and L- 
chains of a human monoclonal antibody with broad reactivity to malignant tumor 
cells . 

A;Reference number: S04601; MUID : 89296497 ; PMID:2500644 
A; Accession : S04 602 
A; Molecule type: mRNA 
A;ResidueS: 1-144 <KIS2> 
A/Cross-references : EMBL : X14584 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C; Keywords : heterotetramer ; immunoglobulin 

F; 1-19/Domain : signal sequence #status predicted <SIG> 

F; 20 - 160/ Product : Ig heavy chain (fragment) #status predicted <MAT> 

F; 34 - 117 /Domain : immunoglobulin homology <IMM> 

Query Match 71.8%; Score 516; DB 2; Length 160; 

Best Local Similarity 68.1%; Pred. No. 1.4e-37; 

Matches 98; Conservative 18; Mismatches 22; Indels 6; Gaps 1 

Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I | | M :||| : I I I I I I I I H 0 II II I I = 1 I Ihlllllllllll I II I II I 
Db 1 MEFGLSWLFLVAILKGVQCEVQLLESGGGLVQPGGSLRLSCAASGFTFSTYAMSWVRQAP 60 

Qy 61 DKRLE WVAS I RSGGGRTYYSDNVKGRFT I SRENAKNTLYLQMS S LKSEDTALY YC VR 117 

I II 1 1- I II llhhIIIINMhhIIIIIIIMI-lllhlll : 

Db 61 GKGLEWVSAISGSGGSTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAKAW 12 0 

Qy 118 YDHYSGS SDYWGQGTTVTVS S 13 8 

:| I I I I I I I I I I I I 

Db 121 RGVISYYYYGMDVWGQGTTVTVSS 144 



RESULT 3 
S31699 

Ig heavy chain V region - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 22-NOV-1993 #sequence_revision 10-Nov-1995 #text_change 23-Jul-1999 
C; Access ion: S3 1699 

R;Cuisinier, A.M.; Gauthier, L . ; Boubli, L. ; Fougereau, M. ; Tonnelle, C. 
submitted to the EMBL Data Library, June 1992 

A; Description: Mechanisms that generate human immunoglobulin diversity operate 

from the 8th week of gestation in feral liver. 

A;Reference number: S31585 

A;Accession: S31699 

A; Status : preliminary 

A; Molecule type: mRNA 

A;Residues: 1-134 <CUI> 

A;Cross-references: EMBL:Z14201; NID:g30961; PIDN : CAA78570 . 1 ; PID:g30962 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C; Keywords : heterotetramer; immunoglobulin 

F ; 34 - 117 /Domain : immunoglobulin homology <IMM> 



Query Match 71.5%; Score 514; DB 2; Length 134; 

Best Local Similarity 71.0%; Pred. No. 1.7e-37; 

Matches 98; Conservative 16; Mismatches 20; Indels 4; Gaps 1 



Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 6 0 

I | | | | :||| MMMMhhllMMI II Ihllllllllllhl II I II I 
Db 1 MEFGLSWLFLVAILKGVQCEVQLLESGGGLVHPGGSLRLSCAASGFTFSSYAMSWVRQAP 60 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 12 0 

I ||||::| II I Nihil I I I II hhll II I II hi MM II MM I 
Db 61 GKGLEWVSAISGSGGSTYYSDSVKGRLTISRDNSKNTLYLQMNSLRAEDTAVYYCARW-- 118 

Qy 121 YSGS SD YWGQGTTVTVS S 13 8 

Illllll Mill 
Db 119 - -RDLDYWGQGTLVTVSS 134 



RESULT 9 
331588 

Ig heavy chain V region - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 22-Nov-1993 #sequence_revision 10-Nov-1995 #text_change 23-Jul-1999 
C; Access ion: S3 158 8 

R/Cuisinier, A.M.; Gauthier, L.; Boubli, L . ; Fougereau, M. ; Tonnelle, C. 
submitted to the EMBL Data Library, June 1992 

A; Description : Mechanisms that generate human immunoglobulin diversity operate 

from the 8th week of gestation in feral liver. 

A; Reference number: S31585 

A/Accession: S31588 

A; Status : preliminary 

A;Molecule type: mRNA 

A/Residues : 1-140 <CUI> 

A; Cross-references: EMBL:Z14200; NID:g30957; PIDN : CAA78569 .1 ; PID:g30958 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F;34-117/Domain: immunoglobulin homology <IMM> 

Query Match 71.3%; Score 513; DB 2; Length 140; 

Best Local Similarity 69.3%; Pred. No. 2.2e-37; 

Matches 97; Conservative 20; Mismatches 21; Indels 2; Gaps 1 
Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I 1 1 1 1 MM I II Ihhl I II II hi I Ihllllllllllhl Mill! 

Db 1 MEFGLSWLFLVAILRGVQCEVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAP 6 0 

Qv 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 12 0 

I ||||:: I || Mh|:|MIMMh::|IIIMIhlhMllhlll 
Db 61 GKGLEWVSAISGSGGSTYYADSVKGRFTISRDDSKNTLYLQMNSLRAEDTAVYYCAKDHD 12 0 

Qy 121 YSG- -SSDYWGQGTTVTVSS 138 

II Illllll Mill 

Db 121 YSNYI YFDYWGQGTLVTVS S 14 0 



RESULT 10 
HVMS84 

Ig heavy chain precursor V region (5-34) - mouse 
C;Species: Mus musculus (house mouse) 

C;Date: 30-Jun-1990 #sequence__revision 30-Jun-1990 #text_change 31-Mar-1997 
C; Accession : JT0505 

R;Levy, N.S.; Malipiero, U.V. ; Lebecque, S.G.; Gearhart, P.J. 



J. Exp. Med. 169, 2007-2019, 1989 

A; Title: Early onset of somatic mutation in immunoglobulin VH genes during the 
primary immune response. 

A/Reference number: JT0501; MUID : 8927 914 9 ; PMID:2499654 

A; Accession : JT05 05 

A; Status: translation not shown 

A;Molecule type: mRNA 

A;Residues: 1-117 <LEV> 

A; Experimental source: strain BALB/cJ 

A;Note: this sequence belongs to the VH7183 subfamily 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C; Keywords : heterotetramer ; immunoglobulin 

F; 1-19/Domain : signal sequence #status predicted <SIG> 

F; 20-117/Product : Ig heavy chain V region (5-84) #status predicted <MAT> 
F;34-117/Domain: immunoglobulin homology <IMM> 
F;41-115/Disulf ide bonds: #status predicted 

Query Match 71.2%; Score 512; DB 1; Length 117; 

Best Local Similarity 84.6%; Pred. No. 2.2e-37; 

Matches 99; Conservative 6; Mismatches 12; Indels 0; Gaps 0 



Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

IIIIIIIIIIIIIIMI I II llh I I I III II I II III I hi Ml Ml 

Db 1 MNFGLSLIFLVLVLKGVLCEVKLVESGGGLVQPGGSLKLSCAASGFTFSSYTMSWVRQTP 60 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVR 117 

= 111111! I :||| III I llllhllll 1 1 f 1 1 1 1 1 1 1 M 1 1 = E 1 1 I 

Db 61 EKRLEWVAY I SNGGGSTY YPDTVKGRFT I SRDNAKNNL YLQMS S LKS EDTAMY YCAR 117 



RESULT 11 
HVMS34 

ig heavy chain precursor V region (345) - mouse 
C; Species: Mus musculus (house mouse) 

C;Date: 30-Jun-1990 #sequerice_revision 30-Jun-1990 #text_change 31-Mar-1997 
C; Accession : JT05 02 

R;Levy, N.S.; Malipiero, U.V. ; Lebecque, S.G.; Gearhart, P.J. 
J. Exp. Med. 169, 2007-2019, 1989 

A; Title: Early onset of somatic mutation in immunoglobulin VH genes during the 
primary immune response. 

A;Reference number: JT0501; MUID : 8 92 7 914 9 ; PMID:2499654 

A;Accession: JT0502 

A; Status: translation not shown 

A;Molecule type: mRNA 

A;Residues: 1-117 <LEV> 

A; Experimental source: strain BALB/cJ 

A;Note: this sequence belongs to the VH7183 subfamily 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C;Keywords: heterotetramer; immunoglobulin 

F; 1-19/Domain: signal sequence #status predicted <SIG> 

F; 20-117/Product : Ig heavy chain V region (345) #status predicted <MAT> 
F; 34-117/ Doma i n : immunoglobulin homology <IMM> 
F;41-115/Disulf ide bonds: #status predicted 



Query Match 70.9%; Score 510; DB 1; Length 117; 

Best Local Similarity 83.8%; Pred. No. 3.3e-37; 

Matches 98; Conservative 6; Mismatches 13; Indels 0; Gaps 0 



Qy 


1 


Db 


1 


Qy 


61 


Db 


61 



MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

Mill MINI I i I hM hi 1 1 1 1 II 1 1 1 1 IIIIIIIIIII Ihl IIMII 

MNFGLRLIFLVLTLKGVKCEVQLVESGGGLVKPGGSLKLSCAASGFAFSSYDMSWVRQTP 6 0 

DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVR 117 

:|MIIII I I II I III I I h I ! I I I I h I I II I ■ I I I h I I I I ! I I H I I I 
EKRLEWVAYISSGGGSTYYPDTVKGRFTISRDNAKNTLYLQMSSLKSEDTAMYYCAR 117 



RESULT 12 
S31615 

hypothetical protein - mouse (fragment) 
C; Species: Mus musculus (house mouse) 

C;Date: 13-Jan-1995 #sequence_revision 13-Jan-1995 #text_change 23-Jul-1999 
C; Access ion : S3 1615 

R;Recinos, A./ Silvey, K.J.; Jensen, R.H. ; Stanker, L.H. 
submitted to the EMBL Data Library, April 1991 

A; Description: Immunoglobulin variable heavy and light chain cDNA sequences fo 

antidioxin monoclonal . 

A; Reference number: S31615 

A; Accession : S3 16 15 

A; Status : preliminary 

A; Molecule type: mRNA 

A/Residues: 1-136 <REC> 

A/Cross-references: EMBL:X58884; NID:g51824; PTDN : CAA4 1688 . 1 ; PID:g51825 
C; Super family: immunoglobulin V region; immunoglobulin homology 
F;34-117/Domain: immunoglobulin homology <IMM> 

Query Match 70.7%; Score 508; DB 2; Length 136; 

Best Local Similarity 70.3%; Pred. No. 5.8e-37; 

Matches 97; Conservative 16; Mismatches 23; Indels 2; Gaps 1 
Qy 1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 6 0 

Mill MINI lllllhl IIIIIIIIIII ; 1 1 1 1 h 1 1 1 1 II I I 1 1 II 

Db 1 MNFGLRL I FL VLTL KGVQCD VNL VE S GGGL VKPGGTL KLS C S AS G F AF S T YS MVWVRQTP 60 

Qy 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 12 0 

:|IMIIhl II III hhllllllhl|::|| I I - I I I I I I I : I I I = I 
Db 61 EKRLEWVATITGGGTYTYYPDSVRGRFTISRDNARDTLNLHMTNLKSEDTAMYYCLGYYW 12 0 

Qy 121 YSGS SD YWGQGTTVTVS S 13 8 

I I : I II I II I Ih 
Db 121 YDGT- -YWGQGTLVIVSA 136 



RESULT 13 
S22657 

Ig heavy chain precursor V region (0-81VH) - human (fragment) 
C;Species: Homo sapiens (man) 

C;Date: 29-Jan-1998 #sequence_revision 06-Feb-1998 #text_change 06-Feb-1998 
C; Accession : S2265 7 

R;Hirabayashi . Y. ; Munakata, Y.; Sasaki, T . ; Sano, H. 
Nucleic Acids Res. 20, 2601, 1992 

A;Title: Variable regions of a human anti-DNA antibody 0-81 possessing lupus 
nephritis-associated idiotype . 

A;Reference number: S22657; MUID : 92285150 ; PMID:1598223 



A; Accession : S2 2 657 

A; Molecule type: mRNA 

A/Residues: 1-140 <HIR> 

A; Cross-references : EMBL:X59134 

C; Super family : immunoglobulin V region; immunoglobulin homology 
C; Keywords : heterotetramer ; immunoglobulin 
F; 1-19/Domain : signal sequence #status predicted <SIG> 
F;20-140/Product : Ig heavy chain (fragment) #status predicted <MAT> 
F; 34 -117 /Domain: immunoglobulin homology <IMM> 



Query Match 70.1%; Score 504; DB 2; Length 140; 

Best Local Similarity 68.1%; Pred. No. 1.3e-36; 

Matches 94; Conservative 21; Mismatches 19; Indels 



4; Gaps 



Qy 
Db 



1 MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I M I I :||| :hlMllhllllllllhll IhllMIIMMh: hllll 
1 ME FGL S WVFL VAI LEGVQCE VQLVE SGGGLVQPGGSLRL S C AAS GFT FS S HWMT WVRQTP 60 



Qy 

Db 



61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDH 12 0 

lllllll::.- I Ihhhlllll-lhlllhlllll lh = :|lhlll I 
61 GKRLEWVANVKQDGSARYYADSVRGRFTISRDNAKNSLYLQMDSLRADDTAVYYCAR 117 



Qy 

Db 



121 YSGSSDYWGQGTTVTVSS 13 8 

I lllllll Mill 
118 - S TG I DYWGQGTL VT VS S 134 



RESULT 14 
31MS21 

Ig heavy chain precursor V region (MOPC 21) - mouse (fragment) 
C; Species: Mus musculus (house mouse) 

C;Date: 02-Apr-1982 #sequence_revision 02-Apr-1982 #text_change 22-Jun-1999 
C;Accession: E90809; A93184; A02066 

R;Bothwell, A.L.M.; Paskind, M . ; Reth, M.; Imanishi -Kari , T.; Rajewsky, K. ; 

Baltimore/ D . 

Cell 24, 625-637, 1981 

A; Title: Heavy chain variable region contribution to the NP(b) family of 
antibodies: somatic mutation evident in a gamma2a variable region: 
A;Reference number: A90809; MUID : 81234548 ; PMID:6788376 
A;Accession: E90809 
A; Molecule type: mRNA 
A/Residues : 1-136 <BOT> 

A; Cross-references: GB:J00522; NID:gl95052; PIDN : AAD15290 . 1 ; . PID -.gl95055 
R;Adetugbo, K. ; Milstein, C; Secher, D.S. 
Nature 265, 299-304, 1977 

A; Title: Molecular analysis of spontaneous somatic mutants. 

A; Reference number: A93184; MUID : 77100368 ; PMID:401950 

A; Contents: myeloma protein MOPC 21 

A;Accession: A93184 

A; Molecule type: protein 

A; Residues: 17-74, 'D' ,76-77, ' H ' ,79-88, ' ND ' ,91-114, 1 H ' ,116-119, ' W ' ,12 1-136 <ADE 
C; Superf amily : immunoglobulin V region; immunoglobulin homology 
C;Keywords: heterotetramer; immunoglobulin 

F; 1-16/Domain : signal sequence (fragment) #status predicted <SIG> 

F; 17-136/ Produc t : Ig heavy chain V region (MOPC 21) #status experimental <MAT> 

F; 3 1-114 /Domain : immunoglobulin homology <IMM> 

F ; 115 - 11 9 /Region : D segment 



F;120-136/Region: J segment (JH4) 

F; 38 - 112 /Disulfide bonds: #status experimental 

Query Match 69.9%; Score 502.5; DB 1; Length 136; 

Best Local Similarity 70.4%; Pred. No. 1.7e-36; 

Matches 95; Conservative 20; Mismatches 19; Indels 1; Gaps 1; 

Q y 5 LSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNSDKRL 64 

| : I : I I M : I I I I I I : h I I I I I I I I h I I I I I I I I I I I I I I I : : M I I I I :| I 
D b 2 LNLVFLVLILKGVQCDVQLVESGGGLVQPGGSRKLSCAASGFTFSSFGMHWVRQAPEKGL 61 

Oy 65 EWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVRYDHYS-G 123 

| | I | | || :|:| llllllllhl Mlhllhlhllllhlll h :| 

D b 62 EWVAYISSGSSTLHYADTVKGRFTISRDNPKNTLFLQMTSLRSEDTAMYYCARWGNYPYY 121 

Qy 12 4 SSDYWGQGTTVTVSS 13 8 

= llllllhlllll 

Db 12 2 AMDYWGQGTSVTVS S 13 6 



RESULT 15 
S31666 

Ig heavy chain V region - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 22-Nov-1993 #sequence_revi sion 10-Nov-1995 #text_change 23-Jul-1999 
C;Accession: S31666 

R;Cuisinier, A.M.; Gauthier, L. ; Boubli, L.; Fougereau, M. ; Tonne lie, C, 
submitted to the EMBL Data Library, June 1992 

A/Description: Mechanisms that generate human immunoglobulin diversity operate 

from the 8th week of gestation in feral liver. 

A; Reference number: S3 158 5 

A; Accession : S3 166 6 

A; Status : preliminary 

A; Molecule type: mRNA 

A/Residues: 1-138 <CUI> 

A; Cross-references: EMBL:214202; NID:g30963; PIDN : CAA78571 . 1 ; PID:g30964 

C; Superf amily : immunoglobulin V region; immunoglobulin homology 

C; Keywords: heterotetramer ; immunoglobulin 

F ; 34 - 117 /Domain : immunoglobulin homology <IMM> 

Query Match 69.8%; Score 5.02; DB 2; Length 13 8; 

Best Local Similarity 67.6%; Pred. No. 1.9e-36; 

Matches 96; Conservative 21; Mismatches 17; Indels 8; Gaps 2 
Qy l MNFGLSLIFLVLVLKGVQCEVKLVESGGGLVKPGASLKLSCAASGFTFSNYGMSWVRQNS 60 

I 1 1 1 1 :||| :|||IMIhhllllllhll Ihllllllllllhl MMM 

D b 1 MEFGLSWLFLVAILKGVQCEVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAP 60 

Q Y 61 DKRLEWVASIRSGGGRTYYSDNVKGRFTISRENAKNTLYLQMSSLKSEDTALYYCVR- - - 117 

I IMhM II MhhlMMMIhhlilllllhlhMllhlll = 

D b 61 GKGLEWVS AI SGSGGSTYYADS VKGRFTI SRDNS KNTLYLQMNSLRAEDTAVYYCAKART 12 0 



Qy 

Db 



118 - YDHYSGSSDYWGQGTTVTVSS 13 8 

I := I Ihll Mill 

121 GYWYF DLWGRGTLVTVSS 13 8 



Search completed: May 17, 2004, 11:33:09 
Job time : 14.8 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score 
Sequence : 



May 17, 2004, 11:23:58 ; Search time 34.7111 Seconds 

(without alignments) 
1199.858 Million cell updates/sec 

US-10-010-942B-2 
692 

1 MMS PAQFL FLLVLWI RETNG CWQGTHFPRTFGGGTKLEIK 132 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1017041 seqs, 315518202 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1017041 



Database 



SPTREMBL 25:* 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 



sp_archea : * 
sp_bacteria : * 
sp_f ungi : * 
sp_human : * 
sp_invertebrate : * 
sp_mammal : * 
sp_mhc : * 
sp__organelle : * 
sp_phage : * 

sp_plant : * 

sp_rodent : * 

sp_virus : * 

sp_vertebrate : * 

sp_junclassif ied: * 

sp_rvirus : * 

sp_bacteriap : * 

sp archeap:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
Q8K122 

ID Q8K122 PRELIMINARY; PRT; 148 AA. 

AC Q8K122; 

DT 01-OCT-2002 (TrEMBLrel. 22, Created) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 



DE Hypothetical protein. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus, 

OX NCBI_TaxID=10 090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Salivary gland; 

RA Strausberg R. ; 

RL Submitted (MAY-2002) to the EMBL/ GenBank/DDBJ databases. 

DR EMBL; BC028925; AAH28925.1; -. 

DR InterPro; IPR003599; Ig. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00409; IG; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Hypothetical protein . 

SQ SEQUENCE 148 AA; 16345 MW; 18 392 0BBD9F3B52 1 CRC64; 



Query Match 88.3%; Score 611; DB 11; Length 148; 

Best Local Similarity 97.5%; Pred. No. 9.9e-59; 

Matches 116; Conservative 2; Mismatches 1; Indels 0; Gaps 0 



Qy 2 MSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 61 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I 
Db 1 MSPAQFLFLLVLWIRETNGDWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWL 60 

Qy 62 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I : I I I II I : I I I I I I I I I I 
Db 61 LQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFP 119 



RESULT 2 
Q8K0F8 

ID Q8K0F8 PRELIMINARY; PRT; 239 AA. 

AC Q8K0F8; 

DT 01-OCT-2002 (TrEMBLrel. 22, Created) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Hypothetical protein. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10 090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Breast tumor; 

RA Strausberg R. ; 

RL Submitted (JUN-2002) to the EMBL/ GenBank/DDBJ databases. 

DR EMBL; BC031498; AAH31498.1; -. 

DR PIR; A33933; A33933. 

DR PDB; 1KN2; 13-MAR-02. 

DR GO; GO: 0016491; F : oxidoreductase activity; IEA. 

DR GO; GO: 0008152; P rmetabolism; IEA. 

DR InterPro; IPR002198; ADH short. 



DR InterPro; IPR003599; Ig. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003597; Ig_cl. 

DR InterPro; IPR003006; Ig_MHC. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 2. 

DR SMART ; SM00409; IG; 2. 

DR SMART; SM00407; IGcl; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS00061; ADH_SHORT; 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

KW Hypothetical protein. 

SQ SEQUENCE 239 AA; 26366 MW; 



D7BE84398AA341F0 CRC64; 



Query Match 84.2%; Score 583; DB 11; Length 239; 

Best Local Similarity 87.1%; Pred. No. 2.2e-55; 

Matches 115; Conservative 7; Mismatches 10; Indels 0; 



Gaps 



Qy 

Db 



1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I I I I I I I I I I I I I : I II I II I I I I I I I I I I I I I I I I I I I I I I I I I : : I I I I : I 
1 MMSPAQFLFLLVLSIQEINGDWMTQTPLTLSVTIGQPASISCKSSQSLFYTNGKMYLSW 60 



Qy 

Db 

Qy 

Db 



61 LLQRPGQSPKRLI YLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I I I I I I I II I I I I I I I I I I I I I I I I I : I I I I I I 1 I I I I I I I : I I I I I I : I I I I I I I I 
61 LLQRPGQSPKRLI SLVSKLDSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYYCLQSTHFP 12 0 

121 RTFGGGTKLEIK 132 

I I I I I I I I I I I 
121 YTFGGGTKLEIK 132 



RESULT 
Q8TCD0 
ID 
AC 
DT 
DT 
DT 
DE 
OS 



OC 

oc 
ox 

RN 
RP 
RC 
RA 
RL 
DR 
DR 
DR 
DR 
DR 
DR 
DR 
DR 



Created) 

Last sequence update) 
Last annotation update 



Q8TCD0 PRELIMINARY; PRT; 239 AA. 

Q8TCD0; 

01-JUN-2002 (TrEMBLrel. 21, 
01-JUN-2002 (TrEMBLrel. 21, 
01-OCT-2003 (TrEMBLrel. 25, 
Hypothetical protein. 
Homo sapiens (Human) . 
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
NCBI_TaxID=9606; 
[1] 

SEQUENCE FROM N.A. 
TISSUE=Lung; 
Strausberg R. ; 

Submitted (FEB-2002) to the EMBL/ GenBank/DDBJ databases. 

EMBL; BC022362; AAH22362.1; -. 

PIR; S34095; S34095. 

PIR; S42267; S42267. 

PIR; S42268; S42268. 

InterPro; IPR007110; Ig-like. 

InterPro; IPR003006; Ig__MHC. 

InterPro; IPR003596; Ig__v. 

Pfam; PF00047; ig; 2. 



DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

KW Hypothetical protein . 

SQ SEQUENCE 239 AA; 26234 MW; FACEDC3A3B03871D CRC64; 

Query Match 73.8%; Score 511; DB 4; Length 239; 

Best Local Similarity 72.7%; Pred. No. 1.6e-47; 

Matches 96; Conservative 18; Mismatches 18; Indels 0; Gaps 0 

Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I III I I I : I I : : : I I II I I : I I : I I I : I I I I I I I I : I : I II : III I I I I I 
Db 1 MRLPAQLLGLLMLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSTQSLVYSDGNTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I I I I I I I : I I I I I I I I I I I I I I : II I I I I I I I I I I : I : I I I I : I : I : I I I I I : I 
Db 61 FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKITRVEAEDVGVYFCMQGTHWP 120 

Qy 121 RTFGGGTKLEIK 132 

III I I I I I I I 
Db 121 STFGQGTKLEIK 132 



RESULT 4 




Q8NEK0 




ID 


Q8NEK0 PRELIMINARY; 


PRT; z39 AA. 


AC 


Q8NEK0; 




DT 


01-OCT-2002 (TrEMBLrel. 22, 


Created) 


DT 


01-OCT-2002 (TrEMBLrel. 22, 


Last sequence update) 


DT 


01-OCT-2003 (TrEMBLrel. 25, 


Last annotation update) 


DE 


Hypothetical protein. 




OS 


Homo sapiens (Human) . 




OC 


Eukaryota; Metazoa; Chordata 


; Craniata; Vertebrata; Euteleostomi ; 


OC 


Mammalia; Eutheria; Primates 


; Catarrhini; Hominidae; Homo. 


OX 


NCBI TaxID=9606; 




RN 


[1] 




RP 


SEQUENCE FROM N.A. 




RC 


TISSUE=Prostate; 




RA 


Strausberg R. ; 




RL 


Submitted (JUN-2 0 02) to the 


EMBL/ GenBank/DDBJ databases. 


DR 


EMBL; BC030814; AAH30814.1; 




DR 


PIR; S23638; S23638. 




DR 


PIR; S34091; S34091. 




DR 


PIR; S40357; S40357. 




DR 


InterPro; IPR007110; Ig-like 


• 


DR 


InterPro; IPR003597; Ig_cl . 




DR 


InterPro; IPR003006; Ig_MHC. 




DR 


InterPro; IPR003596; Ig__v. 




DR 


Pfam; PF00047; ig; 2. 




DR 


SMART; SM004 07; IGcl; 1. 




DR 


SMART; SM00406; IGv; 1. 




DR 


PROSITE; PS50835; IG LIKE; 2 


• 


DR 


PROSITE; PS00290; IG_MHC; 1. 




KW 


Hypothetical protein. 




SQ 


SEQUENCE 239 AA; 26024 MW 


; F5E20AD3B0552COA CRC64; 



Query Match 



68.1%; Score 471; DB 4; Length 239; 



Best Local Similarity 68.2%; Pred. No. 3.8e-43; 

Matches 90; Conservative 19; Mismatches 23; Indels 0; Gaps 0 



Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I III I I I : I I : :: I : I I I I : I I : I II I : I I I I I I : I I I I I I III I I : I 
Db 1 MRLPAQLLGLLMLWVSGSSGDIVMTQSPLSLPVTPGEPASISCRSSQSLLHSDGYNYLDW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

11:11111: I I I I I I I I I I I I : I I I I I I I I I I I I I : : I I I I : I : I I I I I I 
Db 61 YLQKPGQSPQLLIYLGSNRASGVPDRFSGSGSGTDFTLKISKVEAEDVGIYYCMQGLQTP 12 0 

Qy 121 RTFGGGTKLEIK 132 

: I I I I I I : I I I 
Db 121 QTFGQGTKVEIK 132 



RESULT 5 
Q99M37 

ID Q99M37 PRELIMINARY; PRT; 238 AA. 

AC Q99M37; 

DT 01-JUN-2001 (TrEMBLrel. 17, Created) 

DT 01-JUN-2001 (TrEMBLrel. 17, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Hypothetical protein. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A, 

RA Strausberg R. ; 

RL Submitted (JAN-2001) to the EMBL/ GenBank/DDBJ databases. 

DR EMBL; BC002035; AAH02035.1; 



DR 


PIR, 


' A31807 


; A31807. 


DR 


PIR, 


: A32248 


; A32248. 


DR 


PIR, 


: B32248 


' B32248. 


DR 


PIR, 


j C32248 


; C32248. 


DR 


PIR, 


: F32530 


? F32530. 


DR 


PIR, 


; PH1042 


? PH1042. 


DR 


PIR, 


; PH1043, 


? PH1043. 


DR 


PIR, 


: PH1044, 


; PH1044. 


DR 


PIR, 


• S07455, 


; S07455. 


DR 


PIR, 


' S16112, 


; S16112. 


DR 


PIR, 


i S24500, 


; S24500. 


DR 


PIR, 


■ S24501, 


; S24501. 


DR 


PIR, 


' S24503, 


? S24503. 


DR 


PIR, 


; S24504, 


; S24504. 


DR 


PIR, 


• S24529, 


; S24529. 


DR 


PIR, 


: S24532, 


; S24532. 


DR 


PIR, 


; S24533, 


; S24533. 


DR 


PIR, 


' S24535, 


■ S24535. 


DR 


PIR, 


; S24536, 


; S24536. 


DR 


PIR, 


; S24538, 


• S24538. 


DR 


PDB, 


; 1191; 25-DEC-02. 


DR 


PDB, 


; 1L02; 31-JUL-02. 


DR 


PDB, 


i 1L04; 31-JUL-02. 



DR InterPro; IPR007110; Ig-like. 



DR InterPro; IPR003006; Ig_MHC. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 2. 

DR SMART ; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

KW Hypothetical protein. 

SQ SEQUENCE 238 AA; 26344 MW; FB2B0 6A0B8 01330A CRC64; 

Query Match 66.5%; Score 460; DB 11; Length 238; 

Best Local Similarity 69.6%; Pred. No. 6e-42; 

Matches 87; Conservative 17; Mismatches 21; Indels 0; Gaps 0 

Qy 8 LFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQ 67 

I : I : II : : I I I I I I I I : I I : : I I I I I I : I I I I : : hi III I 11 = 111 
Db 7 LLVLMFWIPASSSDWMTQTPLSLPVSLGDQASISCRSSQSIVHSNGNTYLEWYLQKPGQ 66 

Qy 68 SPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGT 12 7 

III III II I I I I II I : I I I I II I I I I I I I I : I I I I I I : I I I : I I : I I III II 
Db 67 SPKLLIYKVSNRFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYYCFQGSHVPYTFGSGT 126 

Qy 128 KLEIK 132 

I I I I I 

Db 127 KLEIK 131 



RESULT 6 




Q8VCI6 




ID 


Q8VCI6 


PRELIMINARY; PRT; 238 AA. 


AC 


Q8VCI6; 




DT 


01-MAR-2002 


(TrEMBLrel. 20, Created) 


DT 


01-MAR-2002 


(TrEMBLrel. 20, Last sequence update) 


DT 


01-OCT-2003 


(TrEMBLrel. 25, Last annotation update) 


DE 


Hypothetical 


protein. 


OS 


Mus mus cuius 


(Mouse) . 


OC 


Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 


OC 


Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus 


OX 


NCBI TaxID=10090; 


RN 


[1] 




RP 


SEQUENCE FROM N.A. 


RC 


TISSUE=Colon 


; 


RA 


Strausberg R 


• / 


RL 


Submitted (DEC-2001) to the EMBL/ GenBank/DDBJ databases. 


DR 


EMBL; BC019760; AAH19760.1; -. 


DR 


PIR; A27887; 


A27887. 


DR 


PIR; A32248; 


A32248. 


DR 


PIR; A33933; 


A33933. 


DR 


PIR; B27887; 


B27887. 


DR 


PIR; B30577; 


B30577. 


DR 


PIR; B31485; 


B31485. 


DR 


PIR; B32248; 


B32248. 


DR 


PIR; B41940; 


B41940. 


DR 


PIR; C27887; 


C27887. 


DR 


PIR; C32248; 


C32248. 


DR 


PIR; C34904; 


C34904. 


DR 


PIR; D27887; 


D27887. 


DR 


PIR; D29380; 


D29380. 



DR 


PIR; 


E28833; 


E28833 . 


DR 


PIR; 


F32530; 


F32530 . 


DR 


PIR; 


H314 85 ; 


H31485 . 


DR 


PIR; 


PH0106; 


PH0106 . 


DR 


PIR; 


PH1030; 


PH1030 . 


DR 


PIR; 


PH1031 ; 


PH1031 . 


DR 


PIR; 


PH1034 ; 


PH1034 . 


DR 


PIR; 


PL0257 ; 


PL0257 . 


DR 


PIR; 


PT0359; 


PT035 9 . 


DR 


PIR; 


S07455; 


S07455. 


DR 


PIR; 


S16112; 


S16112. 


DR 


PIR; 


S26334; 


S26334. 


DR 


PIR; 


S53750; 


S53750. 


DR 


PIR; 


S60066; 


S60066. 



Ig- 

ig 



DR InterPro; IPR007110; 

DR InterPro; IPR003006; 

DR InterPro; IPR003596; 

DR Pfam; PF00047; ig; 2 

DR SMART; SM004 06; IGv; 

DR PROSITE; PS50835; IG 

DR PROSITE; PS00290; IG_ 

KW Hypothetical protein. 

SQ SEQUENCE 238 AA; 26224 



like 
MHC . 
v. 



1. 

LIKE; 2. 
MHC; 1. 



MW; 35EC08E3DE5414AD CRC64; 



Query Match 66.3%; Score 459; DB 11; 

Best Local Similarity 70.4%; Pred. No. 7.7e-42; 
Matches 88; Conservative 16; Mismatches 21; 



Length 238; 



Indels 



0; Gaps 



Qy 

Db 



8 LFLLVLWIRETNGYWMTQTPLTLS VTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQ 67 

I : I : II : : I I I I I I I I : I I : : I I I I I I : I I I I I : hi I I I : I I I : I I I 
7 LLVLMFWIPASSSDWMTQTPLSLPVSLGDQASISCRSSQSLVHSNGNTYLHWYLQKPGQ 66 



Qy 

Db 

Qy 

Db 



68 SPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGT 127 

III III II I I I I I I I : I I I I I I II I I I I I I : II I I I I : I : I I I I I I II I II 
67 SPKLLIYKVSNRFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYFCSQSTHVPPTFGGGT 126 

128 KLEIK 132 

I I I I I 
127 KLEIK 131 



RESULT 7 
Q8VC55 

ID Q8VC55 PRELIMINARY; PRT; 239 AA. 

AC Q8VC55; 

DT 01-MAR-2002 (TrEMBLrel. 20, Created) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Hypothetical protein. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Colon; 

RA Strausberg R. ; 



RL Submitted (JAN-2002) to the EMBL/ GenBank/ DDB J databases. 

DR EMBL; BC021781; AAH21781.1; -. 

DR PIR; A33933; A33933. 

DR PDB; 1KC5; 24-JUL-02. 

DR GO; GO: 0005576; C : extracellular ; IEA. 

DR GO; GO: 0015070; F: toxin activity; IEA. 

DR GO; GO: 0009405; P : pathogenesis ; IEA. 

DR InterPro; IPR004214; Conotoxin. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003006; Ig_MHC. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF02950; Conotoxin; 1. 

DR Pfam; PF00047; ig; 2. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

KW Hypothetical protein. 

SQ SEQUENCE 239 AA; 26303 MW; C16119CACA25C337 CRC64; 

Query Match 65.5%; Score 453; DB 11; Length 239; 

Best Local Similarity 67.4%; Pred. No. 3.5e-41; 

Matches 89; Conservative 16; Mismatches 27; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I I : I I : : : I I : I M I I : I I I I I I I I I I I :: I I I : I I I I I I : I 

Db 1 MKLPVLLWLLLFTS PAS S S DWLTQTPLS LPVNI GDQAS I S CKSTKSLLNS DGFTYLDW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

11:11111: I I II I I I I I I I I I : I I I I I I I II I I I I I : I I I I I I : I I I : I I I 
Db 61 YLQKPGQSPQLLIYLVSNRFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYYCFQSNHLP 120 

Qy 121 RTFGGGTKLEIK 132 

I I I I I I II I I I 
Db 121 YTFGGGTKLEIK 132 



RESULT 8 
Q9UL80 

ID Q9UL80 PRELIMINARY; PRT; 114 AA. 

AC Q9UL80; 

DT 01-MAY-2000 (TrEMBLrel. 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Myosin-reactive immunoglobulin light chain variable region 

DE (Fragment) . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9 60 6; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=98277139; PubMed=9 614 934 ; 

RA Wu X., Liu B., Van der Merwe P.L., Kalis N.N., Berney S.M., 

RA Young D.C. ; 

RT "Myosin-reactive autoantibodies in rheumatic carditis and normal 

RT fetus."; 

RL Clin. Immunol. Immunopathol . 87:184-192(1998). 



DR 
DR 
DR 
DR 
DR 
DR 
DR 
DR 
DR 
DR 
DR 
FT 
FT 
SQ 



EMBL; AF035034; AAD56270.1; - 
PIR; B49002; B49002. 

S23638 . 
S34094 . 
S34095. 
1WTL. 

IPR007110; Ig-like. 
IPR003596; Ig v. 



PIR; S23638; 
PIR; S34094; 
PIR; S34095; 
HSSP; P80362 
InterPro; 
InterPro; 



Pfam; PF00047; ig; 1. 
SMART; SM00406; IGv; 1. 
PROSITE; PS50835; IG_LIKE; 1. 
NON_TER 1 1 

NON_TER 114 114 

SEQUENCE 114 AA; 12775 MW; 



070E31E210D1CB01 CRC64; 



Query Match 64.2%; 
Best Local Similarity 76.8%; 



Score 444.5; DB 4; 
Pred. No. l.le-40; 



Matches 



Length 114; 



86; Conservative 12; Mismatches 13; Indels 



1; Gaps 



Qy 

Db 



22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

I I I I I : I I : I II: I I I II I I : I I I I : III I I I 1 I I I I I I I I : I I I I II II 

2 WMTQSPLSLPVTLRQPASISCRSSQSPVYSDGNTYLNWFQQRPGQSPRRLIYKVSNRDS 61 



Qy 

Db 



82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPR-TFGGGTKLEIK 132 

I I I I I I : I I I I I I I I I I I II I : I I I I : I : I I I MINI III I I I : I I I 
62 GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPPWTFGQGTKVEIK 113 



RESULT 9 
Q9JL82 

ID Q9JL82 PRELIMINARY; PRT; 104 AA. 

AC Q9JL82; 

DT 01-OCT-2000 (TrEMBLrel. 15, Created) 

DT 01-OCT-2000 (TrEMBLrel. 15, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Anti-myosin immunoglobulin light chain variable region 

DE (Fragment) . 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=BALB/c; 

RX MEDLINE=20448942; PubMed-10992 4 8 8 ; 

RA Malkiel S., Liao L., Cunningham M. W . , Diamond B. ; 

RT "T-Cell-dependent antibody response to the dominant epitope of 

RT streptococcal polysaccharide, N-acetyl-glucosamine, is cross-reactive 

RT with cardiac myosin."; 

RL Infect. Immun. 68:5803-5808(2000). 

DR EMBL; AF2 06024; AAF69322.1; -. 

DR PIR; S26334; S26334. 

DR HSSP; P01607; 1REI . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM004 06; IGv; 1. 



DR PROSITE; PS50835; IG_LIKE; 1. 

FT NON_TER 1 1 

FT NONJTER 104 104 

SQ SEQUENCE 104 AA; 11360 MW; 



5DA8BBFD5F0AA1AE CRC64; 



Query Match 57.5%; Score 398; DB 11; Length 104; 

Best Local Similarity 73.1%; Pred. No. 1.2e-35; 



Matches 



76; Conservative 13; Mismatches 15; Indels 



0; Gaps 



Qy 

Db 



2 9 LTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDSGVPDRFT 88 

I : I I : : I I I I I I : I I II I : : : I I II : I I I : I I I I I I III II 1111111 = 
1 LSLPVSLGDQASISCRSSQSLVHTNGNTYLHWYLQKPGQSPKLLIYKVSNRFSGVPDRFS 60 



Qy 

Db 



89 GSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I I I I I I I I I I : I I I I I I : I : I I II I I I I I 1 I I I I I I 
61 GSGSGTDFTLKISRVEAEDLGVYFCSQTTHVPYTFGGGTKLEIK 104 



RESULT 10 
Q7TS98 



ID Q7TS98 PRELIMINARY; PRT; 236 AA. 

AC Q7TS98; 

DT 01-OCT-2003 (TrEMBLrel. 25, Created) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Anti-colorectal carcinoma light chain. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=100 90; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=93383497; PubMed=8372513 ; 

RA Tonge D.W., Hennam J.F., Greene A.R., Lee I.D., Edge M.D.; 

RT "Cloning and characterization of 1116NS19.9 heavy and light chain 

RT cDNAs and expression of antibody fragments in Escherichia coli." ; 

RL Year Immunol. 7:56-62(1993). 

DR EMBL; S65921; AAB28160.1; 

SQ SEQUENCE 236 AA; 26454 MW; 2C58 6EBF5EA10F4C CRC64; 



Query Match 52.4%; Score 362.5; DB 11; Length 236; 

Best Local Similarity 52.3%; Pred. No. 2.7e-31; 

Matches 69; Conservative 25; Mismatches 33; Indels 5; Gaps 1 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I : I I I I I : I : I I : I I I : I : : : : I : : I : I I : I I I : I I : I 

Db 3 MRT PAQFLGILLLWFPGMKCDIKMTQSPSSMYASLGERVTITCKASQ DINSYLSW 57 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

I : I I : I I I I I I : : I I I I I I : I I I I I I : : I I I : I I I : I : I I I I II 
Db 58 FQQKPGKSPKTLIYRANRLVDGVPSRFSGSGSGQDYSLTISSLEYEDMGIYYCLQYDEFP 117 

Qy 121 RTFGGGTKLEIK 132 

II I I I I I I II I I 

Db 118 RTFGGGTKLEIK 129 



RESULT 11 
Q811U6 

ID Q811U6 PRELIMINARY; PRT; 111 AA. 

AC Q811U6; 

DT 01-JUN-2003 (TrEMBLrel. 24, Created) 

DT 01-JUN-2003 (TrEMBLrel. 24, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Anti-human Fc gamma receptor III 3G8 kappa light chain variable region 

DE (Fragment) . 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID- 100 90; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=BALB/c; 

RA Bruenke J., Valerius T . , Repp R. , Fey G.H.; 

RL Submitted (NOV-2002) to the EMBL/ GenBank/DDBJ databases. 

DR EMBL; AY173024; AA018226.1; 

DR GO; GO: 0004872; F: receptor activity; IEA. 

DR InterPro; IPR003599; Ig. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00409; IG; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Receptor. 

FT NONJTER 1 1 

FT NON_TER 111 111 

SQ SEQUENCE 111 AA; 12101 MW; CEDECEE157F2C94A CRC64; 

Query Match 50.4%; Score 348.5; DB 11; Length 111; 

Best Local Similarity 58.6%; Pred. No. 3.4e-30; 

Matches 65; Conservative 19; Mismatches 26; Indels 1; Gaps 1; 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLI YLVSKLDS 81 

: I : I I : I : I : I : : I I I : I I I I : I II : I I I : : : I I I : I I I I I I I I I hi 
Db 1 IVLTQSPASLAVSLGQRATISCKASQS-VDFDGDSFMNWYQQKPGQPPKLLIYTTSNLES 59 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I : I I I : I II I I I I II I : I I I I I I I I I I I I I I I I I : I 

Db 60 GIPARFSASGSGTDFTLNIHPVEEEDTATYYCQQSNEDPYTFGGGTKLELK 110 



RESULT 12 
Q7Z3Y5 

ID Q7Z3Y5 PRELIMINARY; PRT; 86 AA. 

AC Q7Z3Y5; 

DT 01-OCT-2003 (TrEMBLrel. 25, Created) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Rearranged VKA17 V gene segment (Fragment) . 

GN VKA17. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 



OX NCBI_TaxID=9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Hodgkin lymphoma; 

RA Tinguely M. , Rosenquist R. , Sundstroem C, Amini R.M. , Kuppers R., 

RA Hansmann M.L., Brauninger A.; 

RT "Analysis of a clonally related mantle cell and Hodgkin lymphoma 

RT indicates Epstein-Barr virus infection of a Hodgkin/Reed-Sternberg 

RT cell precursor in a germinal center."; 

RL Submitted (MAY-2003) to the EMBL/GenBank/DDBJ databases. 

DR EMBL; AJ564426; CAD92033.1; 

FT NONJTER 1 1 

FT NONJTER 8 6 86 

SQ SEQUENCE 86 AA; 9764 MW; D198 FC04 FE0C78FD CRC64 ; 



Query Match 50.0%; Score 346; DB 4; Length 86; 

Best Local Similarity 79.7%; Pred. No. 4.6e-30; 

Matches 63; Conservative 8; Mismatches 8; Indels 



0; Gaps 



0; 



Qy 

Db 



42 SCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKIS 101 

I I : I I I I I : Ml I I I I I I I I I I I I : I I I I II I I I I I I I I : I I t I I I I I I I I I I 
1 SCRSSQSLVYSDGNTYLNWFQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKIS 60 



Qy 

Db 



102 RIEAEDLGLYYCWQGTHFP 120 

I : I I I I : I : I I I I I I I : I 
61 RVEAEDVGVYYCMQGTHWP 79 



RESULT 13 
Q920E9 

ID Q920E9 PRELIMINARY; PRT; 111 AA. 

AC Q920E9; 

DT 01-DEC-2001 (TrEMBLrel. 19, Created) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Pterin-mimicking anti-idiotope kappa chain variable region 

DE (Fragment) . 

OS Mus mus cuius (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Atkin J.D., Iape A., Jennings I.G., Horaitis O., Cotton R.G.H.; 

RT "Definition of the Idiotope of Pterin-Mimicking Antibodies Expressed 

RT in Mammalian Cells."; 

RL Submitted (SEP-2000) to the EMBL/GenBank/DDBJ databases. 

DR EMBL; AF307935; AAL09419.1; -. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG^LIKE; 1. 

FT NON_TER 1 1 

FT NON_TER 111 111 

SQ SEQUENCE 111 AA; 12046 MW; 1E4 698 8AA6858526 CRC64; 



Query Match 49.3%; Score 341.5; DB 11; Length 111; 

Best Local Similarity 57.7%; Pred. No. 2e-29; 

Matches 64; Conservative 20; Mismatches 26; Indels 1; Gaps 1 



Qy 22 WMTQT PLTLSVTI GQ PAS I SCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: I : I I : I : I : I : : I I I : I I I : : I : I : : I : I : : I I : I I I I I I I I I I I : I 
Db 2 IVLTQSPASLAVSLGQRATISCRASKS-VSTSGYSYMHWYQQKPGQPPKLLIYLASNLES 60 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

I I I I I : I II I I I I I I I I : I I I III I I I I I I I I I I I I 

Db 61 GVPARFSGSGSGTDFTLNIHPVEEEDAATYYCQHSRELPYTFGGGTKLEIK 111 



RESULT 14 
Q8R062 

ID Q8R062 PRELIMINARY; PRT; 234 AA. 

AC Q8R062; 

DT 01-JUN-2002 (TrEMBLrel . 21, Created) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Hypothetical protein. 

OS Mus mus cuius (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Colon; 

RA Strausberg R. ; 

RL Submitted (APR-2002) to the EMBL/ GenBank/ DDB J databases. 

DR EMBL; BC027418; AAH27418.1; 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003006; Ig_MHC. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 2. 

DR SMART; SM004 06; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

KW Hypothetical protein. 

SQ SEQUENCE 234 AA; 25857 MW; 4EB0 8C8 142 6AEAB1 CRC64; 

Query Match 47.6%; Score 329.5; DB 11; Length 234; 

Best Local Similarity 52.3%; Pred. No. l.le-27; 

Matches 69; Conservative 17; Mismatches 41; Indels 5; Gaps 1 

Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQT PLTLSVTI GQPAS I SCKSSQSLLDSDGKTYLNW 60 

I II I I I I I I : I : I : I I I I : I I : : I : I I I : I I : I I I I 

Db 1 MMSSAQFLGLLLLCFQGTRCDIQMTQTTSSLSASLGDRVTISCSASQGI SNYLNW 55 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

I : I : I I I I I I I I I I I I : I I I I I I I I I : I I I : I I I I : I I 

Db 56 YQQKPDGTVKLLIYYTSSLHSGVPSRFSGSGSGTHYSLTISNLEPEDIATYYCQQYSQFP 115 

Qy 121 RTFGGGTKLEIK 132 

II I I I I I I I I 
Db 116 FTFGSGTKLEIK 127 



RESULT 15 
Q91WF8 

ID Q91WF8 PRELIMINARY; PRT; 234 AA. 

AC Q91WF8; 

DT 01-DEC-2001 (TrEMBLrel. 19, Created) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last sequence update) 

DT 01-OCT-2003 (TrEMBLrel. 25, Last annotation update) 

DE Hypothetical protein. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Colon; 

RA Strausberg R. ; 

RL Submitted (OCT-2001) to the EMBL/ GenBank/DDBJ databases. 

DR EMBL; BC015292; AAH15292.1; 

DR GO; GO: 0005622; C : intracellular ; IEA. 

DR GO; GO: 0005840; C:ribosome; IEA. 

DR GO; GO: 0003735; F: structural constituent of ribosome; IEA. 

DR GO; GO: 0006412; P:protein biosynthesis; IEA. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003006; Ig_MHC. 

DR InterPro; IPR003596; Ig_v. 

DR InterPro; IPR001865; Ribosomal_S2 . 

DR Pfam; PF00047; ig; 2. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 2. 

DR PROSITE; PS00290; IG_MHC; 1. 

DR PROSITE; PS00962; RIBOSOMAL_S2_l ; 1. 

KW Hypothetical protein. 

SQ SEQUENCE 234 AA; 25929 MW; B0D0B0E6EB7812D2 CRC64; 

Query Match 46.7%; Score 323.5; DB 11; Length 234; 

Best Local Similarity 51.5%; Pred. No. 4.9e-27; 

Matches 68; Conservative 19; Mismatches 40; Indels 5; Gaps 1; 

Qy 1 MMS PAQFLFLLVLWI RETNGYWMTQTPLTLSVT I GQPAS I S CKS SQS LLDSDGKTYLNW 60 

111111111:1 : I : I I I I : I I : : I : I I I : : I I I Mil 

Db 1 MMSSAQFLGLLLLCFQGTRCDIQMTQTTSSLSASLGDRVTISCRASQ DISNYLNW 55 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

1:1 : I I I I I : I i M I I : I I I I I I I : : I I I : I I I : hi II I 
Db 56 YQQKPDGTVKLLIYYTSRLYLGVPSRFSGSGSGTDYSLTISNLEQEDIATYFCQQGNTPP 115 

Qy 121 RTFGGGTKLEIK 132 

I I I I I I I I : I 
Db 116 FTFGSGTKLEVK 127 



Search completed: May 17, 2004, 11:32:29 
Job time : 35.7111 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: May 17, 2004, 11:11:13 ; Search time 9.77778 Seconds 

(without alignments) 
702.947 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 

Scoring table 



US-10-010-942B-2 
692 

1 MMSPAQFLFLLVLWIRETNG CWQGTHFPRTFGGGTKLE I K 132 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



141681 



Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


508 


73 


.4 


133 


1 


KV2 F_HUMAN 


P06310 


homo sapien 


2 


434 


62 


. 7 


113 


1 


KV2G_MOUSE 


P01631 


mus musculu 


3 


417 


60 


. 3 


117 


1 


KV2 E_HUMAN 


P06309 


homo sapien 


4 


415 


60 


. 0 


113 


1 


KV2D_HUMAN 


P01617 


homo sapien 


5 


414 .5 


59 


. 9 


115 


1 


KV 2 A_HUM AN 


P01614 


homo sapien 


6 


414 


59 


. 8 


113 


1 


KV2B_HUMAN 


P01615 


homo sapien 


7 


389.5 


56 


. 3 


112 


1 


KV2C_HUMAN 


P01616 


homo sapien 


8 


388 


56 


. 1 


113 


1 


KV2 FAMOUS E 


P01630 


mus musculu 


9 


386 


55 


. 8 


129 


1 


KV3L_HUMAN 


P18135 


homo sapien 


10 


380.5 


55 


. 0 


134 


1 


KV4C_HUMAN 


P06314 


homo sapien 


11 


380 


54 


. 9 


113 


1 


KV2E_MOUSE 


P03976 


mus musculu 


12 


374 


54 


. 0 


112 


1 


KV2D_MOUSE 


P01629 


mus musculu 


13 


374 


54 


. 0 


120 


1 


KV2B_MOUSE 


P01627 


mus musculu 


14 


373 .5 


54 


. 0 


131 


1 


KV3I_MOUSE 


P01661 


mus musculu 


15 


373 


53 


. 9 


113 


1 


KV2C_MOUSE 


P01628 


mus musculu 


16 


373 


53 


. 9 


129 


1 


KV3M_HUMAN 


P18136 


homo sapien 


17 


373 


53 


.9 


133 


1 


KV4B HUMAN 


P06313 


homo sapien 



18 


369 


53 . 


3 


112 


1 


KV2A MOUSE 


P01626 


mus musculu 


19 


363 


.5 


52 . 


5 


108 


1 


KV1_CANFA 


P0 1618 


canis famil 


20 


358 


. 5 


51 . 


8 


111 


1 


KV3L_MOUSE 


T1 A T CCA 

P01664 


mus musculu 


21 


358 


.5 


51 . 


8 


128 


1 


KV3K_HUMAN 


PU63 11 


homo sapien 


22 


357 


51 . 


6 


129 


1 


KV3H_HUMAN 


P042 07 


homo sapien 


23 


353 


.5 


51 . 


1 


111 


1 


KV3M_M0USE 


P01665 


mus musculu 


24 


353 


.5 


51 . 


1 


111 


1 


KV30_M0USE 


T> A 1 C C 

P016 67 


mus musculu 


25 


352 


. 5 


50 . 


9 


111 


1 


KV3N MOUSE 


ti i c c c 

P0 16 66 


mus musculu 


26 


350 


. 5 


50 . 


7 


128 


1 


KV5E MOUSE 


P01637 


mus musculu 


27 


348 


. 5 


50 . 


4 


111 


1 


KV3Q_MOUSE 


P01669 


mus musculu 


28 


348 


. 5 


50 . 


4 


111 


1 


KV3R_MOUSE 


P01670 


mus musculu 


29 


347 


50 . 


1 


110 


1 


KV3P_M0USE 


P01668 


mus musculu 


30 


343 


.5 


49 . 


6 


111 


1 


KV3 J_MOUSE 


P01662 


mus musculu 


31 


343 


. 5 


49 . 


6 


114 


1 


KV4A_HUMAN 


P01625 


homo sapien 


32 


339 


.5 


49. 


1 


111 


1 


KV3H_M0USE 


P01660 


mus musculu 


33 


337 


. 5 


48 . 


8 


111 


1 


KV3U_M0USE 


P01673 


mus musculu 


34 


335 


. 5 


48 . 


5 


111 


1 


KV3K_M0USE 


P01663 


mus musculu 


35 


335 


.5 


48 . 


5 


111 


1 


KV3T_M0USE 


P01672 


mus musculu 


36 


335 


.5 


48 . 


5 


129 


1 


KV1W_HUMAN 


P0443 1 


homo sapien 


37 


333 


. 5 


48 . 


2 


111 


1 


KV3S_M0USE 


P01671 


mus musculu 


38 


333 


. 5 


48 . 


2 


132 


1 


KV3F_M0USE 


P01658 


mus musculu 


39 


333 


. 5 


48 . 


2 


136 


1 


KV5B MOUSE 


PU 1dj4 


mu s mu s c u i u 


40 


332 


.5 


48 . 


0 


115 


1 


KV3 INHUMAN 


P04433 


homo sapien 


41 


328 


.5 


47 . 


5 


108 


1 


KV5P_M0USE 


P01649 


mus musculu 


42 


328 


. 5 


47 . 


5 


111 


1 


KV3C_M0USE 


P01656 


mus musculu 


43 


328 


. 5 


47 . 


5 


121 


1 


KV40_HUMAN 


P06312 


homo sapien 


44 


325 


.5 


47 . 


0 


111 


1 


KV3A_MOUSE 


P01654 


mus musculu 


45 


323 


. 5 


46 . 


7 


149 


1 


KV5A_M0USE 


P01633 


mus musculu 



ALIGNMENTS 



RESULT 1 




KV2F_ 


HUMAN 




ID 


KV2F HUMAN STANDARD; PRT; 13 3 AA. 




AC 


P06310; 




DT 


01-JAN-1988 (Rel. 06, Created) 




DT 


01-JAN-1988 (Rel. 06, Last sequence update) 




DT 


15-JUL-1999 (Rel. 38, Last annotation update) 




DE 


Ig kappa chain V-II region RPMI 6410 precursor. 




OS 


Homo sapiens (Human) . 




OC 


Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 




OC 


Mammalia; Eutheria; Primates/ Catarrhini; Hominidae; Homo. 




OX 


NCBI TaxID=9606; 




RN 


[1] 




RP 


SEQUENCE FROM N.A. 




RX 


MEDLINE=86041852 ; PubMed=2 9977 11 ; 




RA 


Klobeck H.G., Meindl A., Combriato G. , Solomon A., Zachau H.G.; 




RT 


"Human immunoglobulin kappa light chain genes of subgroups II and 




RT 


III. "; 




RL 
CC 
CC 


Nucleic Acids Res. 13:6499-6513(1985). 




This SWISS - PROT entry is copyright. It is produced through a collaboration 


CC 


between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 


CC 


the European Bioinf ormatics Institute. There are no restrictions on 


its 


CC 


use by non-profit institutions as long as its content is in no 


way 



CC modified and this statement is not removed. Usage by and for commercial 
CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 
CC or send an email to license@isb-sib . ch) . 



CC 








DR 


EMBL; Z00020; CAA77315.1; -. 




DR 


PIR; A01890; K2HURP . 




DR 


HSSP; P80362; 1WTL . 




DR 


GO; GO:0005576; C : extracellular ; NAS . 




DR 


GO; GO:0003823; F-.antigen binding; NAS. 




DR 


GO; GO:0006955; P:immune response; NAS. 




DR 


InterPro; 


IPR007110; Ig-like. 




DR 


InterPro; 


IPR003596; Ig_v . 




DR 


Pfam; PF00047; ig; 1. 




DR 


SMART; SM0 04 06; IGv; 1. 




DR 


PROSITE; 


PS50835; IG_LIKE; 1. 




KW 


Immunoglobulin V region; Signal. 




FT 


SIGNAL 


1 20 




FT 


CHAIN 


21 133 IG KAPPA CHAIN V-II REGION RPMI 


FT 


DOMAIN 


21 43 FRAMEWORK- 1. 




FT 


DOMAIN 


44 5 9 COMPLEMENTARITY- DETERMINING - 


1. 


FT 


DOMAIN 


6 0 74 FRAMEWORK- 2 . 




FT 


DOMAIN 


75 81 COMPLEMENTARI TY - DETERMINING - 


2 . 


FT 


DOMAIN 


82 113 FRAMEWORK- 3 . 




FT 


DOMAIN 


114 12 2 COMPLEMENTARITY -DETERMINING- 


3 . 


FT 


DOMAIN 


123 132 FRAMEWORK- 4 . 




FT 


DISULFID 


43 113 BY SIMILARITY. 




FT 


NON_TER 


133 133 




SQ 


SEQUENCE 


133 AA; 14707 MW; 513CCAF3 673 0 0 9EE CRC64; 




Query Match 


73.4%; Score 508; DB 1; Length 133; 


Best Local Similarity 73.5%; Pred. No. 3.3e-43; 





Matches 97; Conservative 16; Mismatches 19; Indels 0; Gaps 0; 
Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 6 0 

I II! I Ihlh -I llllhlhl Ihlllllllhllllh Ml Mill 

Db 1 MRLPAQLLGLLMLWVPGSSGDWMTQSPLSLPVTLGQPASISCRSSQSLVYSDGNTYLNW 6 0 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

1 1 i 1 1 1 1 : 1 M I II III IIIMMM MM llllllhlllhhll II Ih 

Db 61 FQQRPGQSPRRLIYKVSNRDSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWS 120 

Qy 121 RTFGGGTKLE I K 132 

III 111 = 111 
Db 121 WTFGQGTKVEIK 13 2 



RESULT 2 
KV2G_MOUSE 

ID KV2G_MOUSE STANDARD; PRT; 113 AA . 

AC P01631; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region 26-10. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 



OX NCB I_Tax ID= 100 90; 

RN [1] 

RP SEQUENCE . 

RC STRAIN=A/J; 

RX MEDL INE = 8 3 1 7 8 9 2 1 ; PubMed= 64 04 2 98; 

RA Novotny J . , Margolies M.N.; 

RT "Amino acid sequence of the light chain variable region from a mouse 

RT anti-digoxin hybridoma antibody."; 

RL Biochemistry 22:1153-1158(1983). 

CC -I- MISCELLANEOUS: THIS CHAIN WAS ISOLATED FROM AN IGG2A HYBRIDOMA 

CC PROTEIN THAT BINDS DIGOXIN. 

DR PIR; A01914; KVMS26. 

DR HSSP; P80362; 1WTL . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR0 03 5 96; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM004 06; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Monoclonal antibody; Hybridoma. 



FT 


DOMAIN 


1 


23 


FRAMEWORK- 1 . 




FT 


DOMAIN 


24 


39 


COMPLEMENTARITY -DETERMINING - 


1. 


FT 


DOMAIN 


40 


54 


FRAMEWORK- 2 . 




FT 


DOMAIN 


55 


61 


COMPLEMENTARITY-DETERMINING- 


2 . 


FT 


DOMAIN 


62 


93 


FRAMEWORK- 3 . 




FT 


DOMAIN 


94 


102 


COMPLEMENTARITY-DETERMINING- 


3 . 


FT 


DOMAIN 


103 


112 


FRAMEWORK- 4 . 




FT 


DISULFID 


23 


93 


BY SIMILARITY. 




FT 


NON_TER 


113 


113 






SQ 


SEQUENCE 


113 AA; 


12273 


MW; F9F3 9CE949A84C2A CRC64 ; 





Query Match 62.7%; Score 434; DB 1; Length 113; 

Best Local Similarity 75.7%; Pred. No. 5.5e-36; 

Matches 84; Conservative 11; Mismatches 16; Indels 0; Gaps 0 



Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

iiiiiiihi i-i iiiihiiiih hi inn ih 1 1 1 ii in ii i 

Db 2 WMTQTPLSLPVSLGDQASISCRSSQSLVHSNGNTYLNWYLQKAGQSPKLLIYKVSNRFS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

Illllhlllllllllllllhlllllhhl I II I IIIIIIIIIM 

Db 62 GVPDRFSGSGSGTDFTLKI SRVEAEDLGI YFCSQTTHVPPTFGGGTKLE IK 112 

RESULT 3 
KV2 E_HUMAN 

ID KV2E_HUMAN STANDARD; PRT; 117 AA . 

AC P06309; 

DT 01-JAN-1988 (Rel . 06, Created) 

DT 01-JAN-1988 (Rel. 06, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region GM607 precursor (Fragment) . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
OX NCBI_TaxID=960 6; 
RN [1] 

RP SEQUENCE FROM N . A . 



RX MEDLINE=84 191506 ; PubMed=63 2 5 92 7 ; 

RA Klobeck H.G., Solomon A. , Zachau H.G.; 

RT "Contribution of human V kappa II germ-line genes to light-chain 

RT diversity. " ; 

RL Nature 3 09:73-76(1984). 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb- sib . ch) . 

cc 

DR EMBL; ZOO 00 9; -; NOT_ANNOTATED_CDS . 

DR PIR; AO 18 89; K2HUGM. 



DR 


HSSP; P80362; 1WTL 








DR 


GO; GO:0005576; C: 


extracellular; NAS . 




DR 


GO; GO:0003823; F: 


antigen binding; NAS . 




DR 


GO; GO:0006955; P: 


immune 


response; NAS. 




DR 


InterPro; 


IPR007110; Ig-like. 




DR 


InterPro; 


IPR003596; Ig_v 






DR 


Pfam; PF00047; ig; 


1. 






DR 


SMART; SM00406; IGv; 1. 






DR 


PROSITE; 


PS50835; 


IG_LIKE 


; 1. 




KW 


Immunoglobulin V region; 


Signal . 




FT 


N0N_TER 


1 


1 






FT 


SIGNAL 


<1 


4 






FT 


CHAIN 


5 


117 


IG KAPPA CHAIN V-II REGION 


3M607 


FT 


DOMAIN 


5 


27 


FRAMEWORK- 1 . 




FT 


DOMAIN 


28 


43 


COMPLEMENTARITY-DETERMINING 


-1. 


FT 


DOMAIN 


44 


58 


FRAMEWORK- 2 . 




FT 


DOMAIN 


59 


65 


COMPLEMENTARITY -DETERMINING 


-2 . 


FT 


DOMAIN 


66 


97 


FRAMEWORK- 3 . 




FT 


DOMAIN 


98 


106 


COMPLEMENTARITY-DETERMINING 


-3 . 


FT 


DOMAIN 


107 


116 


FRAMEWORK- 4 . 




FT 


DISULFID 


27 


97 


BY SIMILARITY. 




FT 


NON_TER 


117 


117 






SQ 


SEQUENCE 


117 AA; 


12664 


MW; 92C57DC719E558B1 CRC64; 





Query Match 60.3%; Score 417; DB 1; Length 117; 

Best Local Similarity 69.6%; Pred. No. 2.7e-34; 

Matches 80; Conservative 17; Mismatches 18; Indels 0; Gaps 0; 

Qy 18 TNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVS 77 

::| :| || |:||:| || |:||| llhlll III hi I h I I h I I I h I M I I 
Db 2 SSGDIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPQQSPQLLIYLGS 61 

Qy 7 8 KLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

IIIIMhlllMMIIIMIhlllhhlll II hill llhlll 

Db 62 NRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGLQTPQTFGQGTKVEIK 116 



RESULT 4 
KV2D_HUMAN 

ID KV2D_HUMAN STANDARD; PRT; 113 AA. 

AC P01617; 



DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region TEW. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP SEQUENCE (BENCE-JONES PROTEIN TEW) . 

RX MEDLINE=7414 84 80; PubMed=45 96l4 9 ; 

RA Putnam F.W., Whitley E.J. Jr., Paul C, Davidson J.N. ; 

RT "Amino acid sequence of a kappa Bence Jones protein from a case of 

RT primary amyloidosis."; 

RL Biochemistry 12:3763-3780(1973). 

RN [2] 

RP SEQUENCE OF 1-27 (AMYLOID PROTEIN TEW) . 

RX MEDLINE=73166638; PubMed=47 0 04 95 ; 

RA Terry W.D., Page D.L., Kimura S., Isobe T. , Osserman E.F., 

RA Glenner G.G. ; 

RT "Structural identity of Bence Jones and amyloid fibril proteins in a 

RT patient with plasma cell dyscrasia and amyloidosis ." ; 

RL J. Clin. Invest. 52:1276-1281(1973). 

CC -!- MISCELLANEOUS: THE MAJOR AMYLOID PROTEIN APPEARS TO BE IDENTICAL 

CC WITH THE BENCE JONES PROTEIN ISOLATED FROM THE SAME PATIENT. 

CC -!- MISCELLANEOUS: THIS PROTEIN WAS ISOLATED FROM THE URINE OF A 

CC PATIENT WITH PLASMA CELL DYSCRASIA AND AMYLOIDOSIS. 

CC -!- MISCELLANEOUS: THE C REGION OF THIS CHAIN HAS THE INV (1,2) 

CC MARKER . 

DR PIR; A903 70; K2HUTW. 

DR HSSP; P01607; 1REI . 

DR GO; GO: 0005576; C : extracellular ; NAS . 

DR GO; GO: 0003823; F: antigen binding; NAS. 

DR GO; GO: 0006955; P : immune response; NAS. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM0 04 06; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Bence-Jones protein; Amyloid. 

FT DOMAIN 1 2 3 FRAMEWORK- 1. 

FT DOMAIN 24 39 COMPLEMENTARITY-DETERMINING- 1 . 

FT DOMAIN 40 54 FRAMEWORK- 2 . 

FT DOMAIN 55 61 COMPLEMENTARITY-DETERMINING- 2 . 

FT DOMAIN 62 93 FRAMEWORK- 3 . 

FT DOMAIN 94 102 COMPLEMENTARITY-DETERMINING-3 . 

FT DOMAIN 103 112 FRAMEWORK- 4 . 

FT DISULFID 23 93 BY SIMILARITY. 

FT NONJTER 113 113 

SQ SEQUENCE 113 AA; 12316 MW; 0C3C3 8F8 1F184 3CA CRC64 ; 

Query Match 60.0%; Score 415; DB 1; Length 113; 

Best Local Similarity 71.2%; Pred. No. 4.1e-34; 

Matches 79; Conservative 14; Mismatches 18; Indels 0; Gaps 
Oy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 



Db 2 IVMTQSPLSLPVTPGEPASISCRSSQSLLHSDGFDYLNWYLQKPGQSPZLLIYALSNRAS 61 

Qy 82 GVPDRFTGSGSGTDFTLKI SRIEAEDLGLYYCWQGTHFPRTFGGGTKLE I K 132 

IIIIIMIIIIIIIIIMIhlllhhlll : I Ml Ihllll 
Db 62 GVPDRFSGSGSGTDFTLKI SRVEAEDVGVYYCMZALQAP ITFGQGTRLE I K 112 

RESULT 5 
KV2 A_HUM AN 

ID KV2A_HUMAN STANDARD/ PRT; 115 AA. 

AC P01614; 

DT 21-JUL-1986 (Rel. 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region Cum. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=68242259; PubMed=5586 92 3 ; 

RA Hilschmann N. ; 

RT "The complete amino acid sequence of Bence Jones protein Cum (kappa- 

RT type) . "; 

RL Hoppe-Seyler ' s Z. Physiol. Chem. 348:1718-1722(1967). 

RN [2] 

RP REVISIONS TO 50; 52; 96 AND 97. 

RX MEDLINE=70063440; PubMed=418 818 9 ; 

RA Hilschmann N . ; 

RT "Molecular basis of antibody formation."; 

RL Naturwissenschaf ten 56:195-205(1969). 

CC -!- MISCELLANEOUS: THE C REGION OF THIS CHAIN HAS THE INV (3) MARKER. 

CC -!- MISCELLANEOUS: This is a Bence-Jones protein. 

DR PIR; B91639; K2HUCM. 

DR HSSP; P01607; 1REI . 

DR GO; GO:0005576; C : ext racel lular ; NAS . 

DR GO; GO: 0003823; F: antigen binding; NAS. 

DR GO; GO:0006955; P : immune response; NAS. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v . 

DR Pfam; PF00047; ig ; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Bence-Jones protein. 

FT DISULFID 24 95 BY SIMILARITY. 

FT NON_TER 115 115 

SQ SEQUENCE 115 AA; 12676 MW; 59E9F90A3 79569EC CRC64; 

Query Match 59.9%; Score 414.5; DB 1; Length 115; 

Best Local Similarity 72.3%; Pred. No. 4.7e-34; 

Matches 81; Conservative 13; Mismatches 17; Indels 1; Gaps 1 
Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDS-DGKTYLNWLLQRPGQSPKRLIYLVSKLD 80 

Mlllllhl M hlllllhllllllll II Mill Ih lllh III 

Db 3 IVMTQTPLSLPVTPGEPASISCRSSQSLLDSGDGNTYLNWYLQKAGQSPQLLIYTLSYRA 62 



Qy 81 SGVPDRFTGSGSGTDFTLKI SRI EAEDLGLYYCWQGTHFPRTFGGGTKLE IK 132 

I M I Ihl I I M I ' I I i II h:M hhM I I III lllllh 

Db 63 SGVPDRFSGSGSGTDFTLKISRVQAEDVGVYYCMQRLEIPYTFGQGTKLEIR 114 



RESULT 6 
KV2 B_HUMAN 

ID KV2B_HUMAN STANDARD; PRT; 113 AA . 

AC P01615; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region FR . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

OX NCB I_TaxID=96 0 6 ; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=76253627; PubMed=82 1524 ; 

RA Riesen W.F., Jaton J.-C; 

RT "Variable region sequence of the light chain from a Waldenstroms IgM 

RT with specificity for phosphorylcholine . " ; 

RL Biochemistry 15:3829-3833(1976). 

CC -!- MISCELLANEOUS: THIS CHAIN WAS ISOLATED FROM A WALDENSTROM'S 
CC MACROGLOBULIN THAT BINDS PHOSPHORYLCHOLINE. 

DR PIR; A01886; K2HUFR. 

DR HSSP; P01607; 1REI . 

DR GO; GO: 0005576; C : extracellular ; NAS . 

DR GO; GO:0003823; F:antigen binding; NAS. 

DR GO; GO: 0006955; P : immune response; NAS. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM004 06; IGv; 1. 

DR PROSITE; PS50 835; IG_LIKE; 1. 

KW Immunoglobulin V region. 



FT 


DOMAIN 


1 


23 


FRAMEWORK- 1. 




FT 


DOMAIN 


24 


39 


COMPLEMENTARITY-DETERMINING - 


1 . 


FT 


DOMAIN 


40 


54 


FRAMEWORK- 2 . 




FT 


DOMAIN 


55 


61 


COMPLEMENTARITY - DETERM IN ING - 


2 . 


FT 


DOMAIN 


62 


93 


FRAMEWORK- 3 . 




FT 


DOMAIN 


94 


102 


COMPLEMENTARITY-DETERMINING- 


3 . 


FT 


DOMAIN 


103 


112 


FRAMEWORK- 4 . 




FT 


DISULFID 


23 


93 


BY SIMILARITY. 




FT 


NON_TER 


113 


113 






SQ 


SEQUENCE 


113 AA; 


12660 


MW; 0C0DA39E46DB96BE CRC64 ; 





Query Match 59.8%; Score 414; DB 1; Length 113; 

Best Local Similarity 69.4%; Pred. No. 5.1e-34; 

Matches 77; Conservative 16; Mismatches 18; Indels 0; Gaps 0; 
Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

Illlhll I IhhIIII I • 1 1 1 1 1 • H 1 1 hi 11 = 11111= MM I II 

Db 2 WMTQSPLFLPVTLGEPASIQCRSSQSLVYRBGBTYLBWYLQKPGQSPELLIYLSSYRDS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 



Illllh IIIIIIMIIhhMihhlll I I I III Nihil 

Db 62 GVPDRFSDSGSGTDFTLKITRVQAEDVGVYYCMQATZSPYTFGQGTKLZIK 112 

RESULT 7 
KV2C_HUMAN 

ID KV2C_HUMAN STANDARD; PRT; 112 AA . 

AC P01616; 

DT 21-JUL-1986 (Rel. 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region MIL. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI JTaxID=960 6 ; 

RN [1] 

RP SEQUENCE . 

RA Dreyer W.J., Gray W.R., Hood L.E.; 

RT "The genetic, molecular, and cellular basis of antibody formation: 

RT some facts and a unifying hypothesis."; 

RL Cold Spring Harb. Symp . Quant. Biol. 32:353-367(1967). 

CC -!- MISCELLANEOUS: THE C REGION OF THIS CHAIN HAS THE INV (3) MARKER. 

CC -!- MISCELLANEOUS: This is a Bence-Jones protein. 

DR PIR; A01887; K2HUML . 

DR HSSP; P80362; 1WTL . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS5083 5; IG_LIKE; 1. 

KW Immunoglobulin V region; Bence-Jones protein. 

FT DOMAIN 1 23 FRAMEWORK- 1. 

FT DOMAIN 24 38 COMPLEMENTARITY -DETERMINING - 1 . 

FT DOMAIN 39 53 FRAMEWORK- 2 . 

FT DOMAIN 54 60 COMPLEMENTARITY -DETERMINING- 2 . 

FT DOMAIN 61 92 FRAMEWORK- 3 . 

FT DOMAIN 93 101 COMPLEMENTARITY -DETERMINING- 3 . 

FT DOMAIN 102 111 FRAMEWORK- 4 . 

FT DISULFID 23 92 BY SIMILARITY. 

FT NONJTER 112 112 

3Q SEQUENCE 112 AA; 12055 MW; E5B22E2FA7ABE481 CRC64 ; 

Query Match 56.3%; Score 389.5; DB 1; Length 112; 

Best Local Similarity 63.1%; Pred. No. 1.3e-31; 

Matches 70; Conservative 24; Mismatches 16; Indels 1; Gaps 1 

Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

:hl hi hi I I hlllllhllhlhhl ||:| |::|h||: MM | | 
Db 2 IVLTQSPLSLPVTPGEPASISCRSSQNLLZSBGB- YLDWYLZKPGZSPZLLIYLGSNRAS 60 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

llhlhlllllhlllMII-h-hlll I I llllll MM 

Db 61 GVPNRFSGSGSGTBFTLKISRVZAZBVGVYYCMQALQTPLTFGGGTNVEIK 111 



RESULT 8 



KV2F_M0USE 

ID KV2F_M0USE STANDARD; PRT; 113 AA. 

AC P01630; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 {Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region 7S34.1. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090 ; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=83256427; PubMed=6409088 ; 

RA Chang J.-Y., Herbs t H., Aebersold R., Braun D.G.; 

RT "A new isotype sequence (V kappa 27) of the variable region of kappa- 

RT light chains from a mouse hybridoma-derived anti- (streptococcal group 

RT A polysaccharide) antibody containing an additional cysteine residue. 

RT Application of the dimethylaminoazobenzene isothiocyanate technique 

RT for the isolation of peptides."; 

RL Biochem. J. 211:173-180(1983). 

CC -!- MISCELLANEOUS: THIS CHAIN IS FROM A HYBRIDOMA-DERIVED MONOCLONAL 

CC ANTIBODY AGAINST THE STREPTOCOCCAL GROUP A POLYSACCHARIDE. 

DR PIR; A01913; KVMS7S . 

DR HSSP; P80362; 1WTL . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Monoclonal antibody; Hybridoma. 

FT DOMAIN 1 23 FRAMEWORK- 1. 

FT DOMAIN 24 39 COMPLEMENTARITY-DETERMINING- 1 . 

FT DOMAIN 40 54 FRAMEWORK- 2 . 

FT DOMAIN 55 61 COMPLEMENTARITY-DETERMINING-2 . 

FT DOMAIN 62 93 FRAMEWORK- 3 . 

FT DOMAIN 94 102 COMPLEMENTARITY-DETERMINING-3 . 

FT DOMAIN 103 112 FRAMEWORK- 4 . 

FT DISULFID 23 93 BY SIMILARITY. 

FT NON_TER 113 113 

SQ SEQUENCE 113 AA; 12496 MW; 42C019D10ADA3C91 CRC64; 

Query Match 56.1%; Score 3 88; DB 1; Length 113; 

Best Local Similarity 67.6%; Pred . No. 1.9e-31; 

Matches 75; Conservative 14; Mismatches 22; Indels 0; Gaps 0; 
Qy 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

HUM = II h lllhlhlll hi III I III III h III H I I 

Db 2 IVMTQTAPSALVTPGESVSISCRSSKSLLHSNGNTYLYWFLQRPGQCPQLLIYRMSNLAS 61 

Qy 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

II III hi II Ml llhllhlllhhlll I : I lllllllllll 

Db 62 GVPDRFSGSGSGTAFTLRISRVEAEDVGVYYCMQQREYPYTFGGGTKLEIK 112 



RESULT 9 
KV3L HUMAN 



ID KV3L_HUMAN STANDARD; PRT; 129 M. 

AC P18135; 

DT 01-NOV-1990 (Rel . 16, Created) 

DT 01-NOV-1990 (Rel. 16, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-III region HAH precursor. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCB I_Tax ID= 9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=881713 07; PubMed=3 12 752 7 ; 

RA Kipps T.J., Tomhave E. , Chen P.P., Carson D.A.; 

RT "Autoantibody-associated kappa light chain variable region gene 

RT expressed in chronic lymphocytic leukemia with little or no somatic 

RT mutation. Implications for etiology and immunotherapy."; 

RL J. Exp. Med. 167:840-852(1988). 

CC -!- DISEASE: The protein is one of the surface immunoglobulin M 

CC autoantibodies expressed in patients with chronic lymphocytic 

CC leukemia. 

DR PIR; PL0022; K3HUHA. 

DR HSSP; P80362; 1WTL . 

DR GO; GO: 0005576; C : extracellular ; NAS . 

DR GO; GO:0003823; F:antigen binding; NAS. 

DR GO; GO: 0006955; P : immune response; NAS. 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Signal. 



FT 


SIGNAL 


1 


20 






FT 


CHAIN 


21 


129 


IG KAPPA CHAIN V-III REGION 


HAH 


FT 


DOMAIN 


21 


43 


FRAMEWORK- 1. 




FT 


DOMAIN 


44 


55 


COMPLEMENTARITY-DETERMINING- 


1 . 


FT 


DOMAIN 


56 


70 


FRAMEWORK- 2 . 




FT 


DOMAIN 


71 


77 


COMPLEMENTARITY-DETERMINING- 


2 . 


FT 


DOMAIN 


78 


109 


FRAMEWORK- 3 . 




FT 


DOMAIN 


110 


118 


COMPLEMENTARITY- DETERMINING - 


3 . 


FT 


DOMAIN 


119 


129 


JK1 SEGMENT . 




FT 


DISULFID 


43 


109 


BY SIMILARITY. 




FT 


NON_TER 


129 


129 






SQ 


SEQUENCE 


129 AA; 


14073 


MW; D3C55292772774D0 CRC64 ; 





Query Match 55.8%; Score 3 86; DB 1; Length 12 9; 

Best Local Similarity 56.8%; Pred . No. 3.4e-31; 

Matches 75; Conservative 24; Mismatches 29; Indels 4; Gaps 1 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 6 0 

I 'Ml lllhlh =| I : I = ||=| ill- |= l = :|h:|||: I III 
Db 1 METPAQLLFLLLLWLPDTTGEIVLTQSPGTLSLSPGERATLSCRASQSVSSS YLAW 5 6 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 0 

hllhh Ml I : M INIMUM. Ilhl II MM I I 

Db 5 7 YQQKPGQAPRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGTSP 116 



Qy 

Db 



121 RTFGGGTKLE I K 13 2 

I I I I llhlll 
117 RTFGQGTKVEIK 12 8 



RESULT 10 
KV4C_HUMAN 

ID KV4C_HUMAN STANDARD ; PRT; 134 AA. 

AC P06314; 

DT 01-JAN-1988 (Rel . 06, Created) 

DT 01-APR-1988 (Rel. 07, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-IV region B17 precursor. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCB I_Tax I D = 9 6 0 6 ; 
RN [1] 

RP SEQUENCE FROM N . A . 

RX MEDLINE=86041854; PubMed=2 9977 13 ; 

RA Marsh P., Mills F., Gould H.; 

RT "Detection of a unique human V kappa IV germline gene by a cloned 

RT cDNA probe . " ; 

RL Nucleic Acids Res. 13:6531-6544(1985). 

RN [2] 

RP REVISION TO 76. 

RA Marsh P. ; 

RL Submitted (OCT-1986) to the EMBL/GenBank/DDBJ databases. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; X02990; CAA26733.1; -. 

DR HSSP; P80362; 1WTL . 

DR GO; GO: 0005576; C : extracellular ; NAS . 

DR GO; GO:0003823; F:antigen binding; NAS. 

DR GO; GO: 0006955; P : immune response; NAS . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig ; 1. 

DR SMART; SM004 06; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Signal. 

FT SIGNAL 1 2 0 

FT CHAIN 21 134 IG KAPPA CHAIN V-IV REGION B17 . 

FT DOMAIN 21 4 3 FRAMEWORK- 1. 

FT DOMAIN 44 60 COMPLEMENTARITY -DETERMINING- 1 . 

FT DOMAIN 61 75 FRAMEWORK- 2 . 

FT DOMAIN 76 82 COMPLEMENTARITY -DETERMINING- 2 . 

FT DOMAIN 83 114 FRAMEWORK- 3. 

FT DOMAIN 115 121 COMPLEMENTARITY -DETERMINING- 3 . 

FT DOMAIN 122 133 FRAMEWORK- 4 . 



FT DISULFID 43 114 BY SIMILARITY. 

FT NON_TER 134 134 

SQ SEQUENCE 134 AA; 14966 MW; 6413A22FD0738832 CRC64 ; 

Query Match 55.0%; Score 380.5; DB 1; Length 134; 

Best Local Similarity 57.1%; Pred. No. 1.3e-30; 

Matches 76; Conservative 21; Mismatches 35; Indels 1; Gaps 1 

Qy 1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLL-DSDGKTYLN 59 

h I hill I :|||hl :|:|:=|= hhlllllhl II I II 

Db 1 MVLQTQVFISLLLWISGAYGDIVMTQSPDSLAVSLGERATINCKSSQSILYSSDNKNYLA 60 

Qy 60 WLLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHF 119 

I hill II III I :|lllllhllMIIMM II -llh MM I : 
Db 61 WYQQKPGQPPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYCQQYYNL 12 0 

Qy 12 0 PRTFGGGTKLEIK 13 2 

I III llhlll 
Db 121 PWTFGQGTKVE I K 13 3 

RESULT 11 
KV2E_MOUSE 

ID KV2E__MOUSE STANDARD; PRT; 113 AA. 

AC P03976; 

DT 23-OCT-1986 (Rel . 02, Created) 

DT 23-OCT-1986 (Rel. 02, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region 17S29.1. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; 2utheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10 090 ; 

RN [1] 

RP SEQUENCE. 

RC TISSUE=Hybridoma ; 

RX MEDLINE=85128968; PubMed=644 1768 ; 

RA Aebersold R., Herbst H . , Grutter T., Chang J.Y., Braun D.G.; 

RT "Murine V kappa 25 and V kappa 27 amino-acid sequences of C57B1/6 

RT origin: monoclonal antibodies 17S29.1 and 22S25.1 specific for the 

RT group A-streptococcal polysaccharide."; 

RL Hoppe-Seyler ' s Z. Physiol. Chem. 365:1375-13 83(1984). 

CC -!- MISCELLANEOUS: ANTI - STREPTOCOCCAL GROUP A CARBOHYDRATE ANTIBODY. 

DR PIR; A01912; KVMS17 . 

DR HSSP; P01607; 1REI . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM004 06; IGv; 1. 

DR PROSITE; PS50835; IG_LIKE; 1. 

KW Immunoglobulin V region; Hybridoma. 

FT DOMAIN 1 2 3 FRAMEWORK- 1. 

FT DOMAIN 24 3 9 COMPLEMENTARITY -DETERMINING- 1 . 

FT DOMAIN 40 54 FRAMEWORK- 2 . 

FT DOMAIN 55 61 COMPLEMENTARITY- DETERMINING- 2 . 

FT DOMAIN 62 93 FRAMEWORK- 3 . 

FT DOMAIN 94 102 COMPLEMENTARITY -DETERMINING- 3 . 



FT 
FT 
FT 
SQ 



DOMAIN 
DISULFID 
NON_TER 
SEQUENCE 



103 
23 
113 
113 AA; 



112 

93 
113 

12390 



FRAMEWORK- 4 . 
BY SIMILARITY. 

MW; 4E93797046F8DB33 CRC64; 



Query Match 54.9%; Score 380; DB 1; Length 113; 

Best Local Similarity 65.8%; Pred. No. 1.2e-30; 

Matches 73; Conservative 15; Mismatches 23; Indels 



0; Gaps 



Qy 


22 


Db 


2 


Qy 


82 


Db 


62 



WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 
: I I I I : lh| Ml |:|':||| |:| ||| | ||:|||||: |:| :| | | 
IVMTQAVFSNPVTLGTSASISCRSSKSLLHSNGITYLYWYLQKPGQSPQLLLYQMSNLAS 61 

GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

lllllh IIMIIMhll|:||lh|:||| I IIMIIIIMI 

GVPDRFSSSGSGTDFTLRISRVEAEDVGVYYCAHNLELPYTFGGGTKLEIK 112 



RESULT 12 
KV2D_MOUSE 

ID KV2D_MOUSE STANDARD; PRT; 112 AA. 

AC P01629; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region 2S1. 3. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10 0 90 ; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=83055101; PubMed=7 14 14 11 ; 

RA Herbst H., Chang J.Y., Aebersold R. , Braun D.G.; 

RT "Murine VK25 isotype sequence: monoclonal antibody 2S1.3 specific for 

RT the group A streptococcal polysaccharide."; 

RL Hoppe-Seyler ' s Z. Physiol. Chem. 363:1069-1076(1982). 

CC -I- MISCELLANEOUS: THIS CHAIN IS FROM A HYBRIDOMA- DERIVED MONOCLONAL 
CC ANTIBODY AGAINST THE STREPTOCOCCAL GROUP A POLYSACCHARIDE. 

DR PIR; A01911; KVMSS1 . 



DR 


HSSP; P01607; 1REI 








DR 


InterPro; 


IPR007110; Ig-like. 






DR 


InterPro; 


IPR003596; Ig V. 






DR 


Pfam; PF00047; ig; 


1 . 






DR 


SMART; SM0 0406; IGv; 1. 






DR 


PROSITE; 


PS50835; 


IG LIKE; 1. 






KW 


Immunoglobulin V region; Monoclonal antibody. 




FT 


DOMAIN 


1 


23 


FRAMEWORK- 1 . 




FT 


DOMAIN 


24 


39 


COMPLEMENTARITY-DETERMINING- 


1 . 


FT 


DOMAIN 


40 


54 


FRAMEWORK- 2 . 




FT 


DOMAIN 


55 


61 


COMPLEMENTARITY-DETERMINING- 


2 . 


FT 


DOMAIN 


62 


93 


FRAMEWORK- 3 . 




FT 


DOMAIN 


94 


102 


COMPLEMENTARITY -DETERMINING - 


3 . 


FT 


DOMAIN 


103 


112 


FRAMEWORK- 4 . 




FT 


DISULFID 


23 


93 


BY SIMILARITY. 




FT 


NON_TER 


112 


112 






SQ 


SEQUENCE 


112 AA; 


12221 MW; 


BD5EF5E6D789FBEC CRC64; 





Query Match 54.0%; Score 374; DB 1; Length 112; 

Best Local Similarity 65.8%; Pred. No. 4.5e-30; 

Matches 73; Conservative 13; Mismatches 25; Indels 0; Gaps 



0; 



QY 22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

: I I I I : 11 = 1 II Ihlhll I I III I Ihllllh I I I :| I | 
Db 2 IVMTQAAFSNPVTLGTSASFSCRSSKSLQQSKGITYLYWYLQKPGQSPQLLIYQMSNLAS 61 

QY 82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 13 2 

lllllhlllllllllhllhlllhhlll I lllllllllll 

Db 62 GVPDRFSGSGSGTDFTLRISRVEAEDVGVYYCANLQELPYTFGGGTKLEIK 112 

RESULT 13 
KV2B_MOUSE 

ID KV2B_MOUSE STANDARD; PRT; 12 0 AA. 

AC P01627; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-II region VKappal67 precursor. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostcmi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBI_TaxID=10090; 

RN [1] 

RP SEQUENCE FROM N . A . 

RX MEDLINE=82002223 ; PubMed=6791832 ; 

RA Seising E., Storb U. ; 

RT "Somatic mutation of immunoglobulin light-chain variable-region 

RT genes . " ; 

RL Cell 25:47-58(1981). 

CC 

CC This SWISS- PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

cc 

DR EMBL; J00562; AAA39032.1; 

DR EMBL; K02415; AAA39051.1; -. 

DR PIR; A01909; KVMS67 . 

DR HSSP; P80362; 1WTL . 

DR InterPro; IPR007110; Ig-like. 

DR InterPro; IPR003596; Ig_v. 

DR Pfam; PF00047; ig; 1. 

DR SMART; SM00406; IGv; 1. 

DR PROSITE; PS50335; IG_LIKE; 1. 

KW Immunoglobulin V region; Signal. 

FT SIGNAL 1 2 0 

FT CHAIN 21 120 IG KAPPA CHAIN V-II REGION VKAPPA16 7 . 

FT DOMAIN 21 4 3 FRAMEWORK- 1 . 

FT DOMAIN 44 59 COMPLEMENTARITY-DETERMINING- 1 . 

FT DOMAIN 60 7 4 FRAMEWORK- 2. 



FT 


DOMAIN 


75 


81 


COMPLEMENTAR I TY - DETERMINING - 


2 


FT 


DOMAIN 


82 


113 


FRAMEWORK- 3 . 




FT 


DOMAIN 


114 


120 


COMPLEMENTAR I TY - DETERMINING - 


3 


FT 


DISULFID 


43 


113 


BY SIMILARITY. 




SQ 


SEQUENCE 


120 AA; 


13280 


MW; 63BB571F0E4DE3E8 CRC64 ; 





Query Match 54.0%; Score 3 74; DB 1; Length 12 0; 

Best Local Similarity 60.8%; Pred. No. 4.8e-30; 

Matches 73; Conservative 18; Mismatches 29; Indels 0; Gaps 0; 

Qy 1 MMSPAQFLFLLVLWIRETNGYVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I Ml =1= II :| =1=11 h II |= IMhlhlM Mini 
Db 1 MRCSLQFLGVLMFWISGVSGDIVITQDELSNPVTSGESVSISCRSSKSLLYKDGKTYLNW 60 

Qy 61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 120 

IIIIIMh lllhl III IIMMIH I M:|lh:|||:|:|| | 
Db 61 FLQRPGQSPQLLIYLMSTRASGVSDRFSGSGSGTDFTLEISRVKAEDVGVYYCQQLVEYP 12 0 



RESULT 14 
KV3 I_MOUSE 

ID KV3I_MOUSE STANDARD; PRT; 131 AA. 

AC P01661; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21- JUL -1986 (Rel. 01, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Ig kappa chain V-III region MOPC 63 precursor. 

OS Mus musculus (Mouse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Mus. 

OX NCBIJTaxID=10090; 

RN [1] 

RP SEQUENCE OF 1-35. 

RX MEDLINE=78235887; PubMed=98179 ; 

RA Burstein Y., Schechter I.; 

RT "Primary structures of N- terminal extra peptide segments linked to 

RT the variable and constant regions of immunoglobulin light chain 

RT precursors: implications on the organization and controlled 

RT expression of immunoglobulin genes."; 

RL Biochemistry 17:23 92-2400(1978). 

RN [2] 

RP SEQUENCE OF 21-131. 

RX MEDLINE=73140225; PubMed=46 91517 ; 

RA McKean D.J., Potter M., Hood L.E.; 

RT "Mouse immunoglobulin chains. Pattern of sequence variation among 

RT kappa chains with limited sequence differences."; 

RL Biochemistry 12:760-771(1973). 

RN [3] 

RP REVISIONS. 

RX MEDLINE=79012520; PubMed=99744 ; 

RA McKean D.J., Bell M . , Potter M. ; 

RT "Mechanisms of antibody diversity: multiple genes encode structurally 

RT related mouse kappa variable regions."; 

RL Proc. Natl. Acad. Sci . U.S.A. 75:3913-3917(1978). 

DR ?IR; B90412; KVMSM6 . 

DR HSSP; P01679; 2FBJ. 

DR InterPro; IPR007110; Ig-like. 



DR 


InterPro; 


IPR003596; Ig v. 






DR 


Pfam; PF00047; ig ; 


1. 






DR 


SMART; SM004 06; IGv; 1. 






DR 


PROSITE; 


PS50835; 


IG LIKE; 1 






KW 


Immunoglobulin V region; Signal. 




FT 


SIGNAL 


1 


20 






FT 


CHAIN 


21 


131 


IG KAPPA CHAIN V-III REGION 


MOPC 


FT 


DOMAIN 


21 


43 


FRAMEWORK- 1 . 




FT 


DOMAIN 


44 


58 


COMPLEMENTARITY -DETERMINING- 


1 . 


FT 


DOMAIN 


59 


73 


FRAMEWORK- 2 . 




FT 


DOMAIN 


74 


80 


COMPLEMENTAR I TY - DETERMINING - 


2 . 


FT 


DOMAIN 


81 


112 


FRAMEWORK- 3 . 




FT 


DOMAIN 


113 


121 


COMPLEMENTAR I TY - DETERMINING - 


3 . 


FT 


DOMAIN 


122 


131 


FRAMEWORK- 4 . 




FT 


DISULFID 


43 


112 


BY SIMILARITY. 




FT 


NON_TER 


131 


131 






SQ 


SEQUENCE 


131 AA; 


14291 MW; 


D212EC9F08DC880A CRC64 ; 





Query Match 54.0%; Score 373.5; DB 1; Length 131; 

Best Local Similarity 53.8%; Pred. No. 6e-30; 
Matches 71; Conservative 27; Mismatches 33; Indels 



Qy 

Db 

Qy 

Db 

Qy 

Db 



1; Gaps 

1 MMSPAQFLFLLVLWIRETNGYWMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNW 60 

I ^ h'hlh : I :hlhl :|:|::|| |:|||::|:| :|| | ::::| 

1 METDTLLLWVLLLWVPGSTGNIVLTQSPASLAVSLGQRATISCRASES - VDSYGNSFMHW 5 9 

61 LLQRPGQSPKRLIYLVSKLDSGVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFP 12 

1 = 111 II IMM hllll IhMII lllll I :|hl IN | | 
60 YQQKPGQPPKLLIYLASNLESGVPARFSGSGSRTDFTLTIDPVEADDAATYYCQQNNEDP 11 

121 RTFGGGTKLEIK 132 

I I I I I I I I I I I 
12 0 WTFGGGTKLEIK 131 



RESULT 15 
KV2C MOUSE 



ID 
AC 
DT 
DT 
DT 
DE 
OS 
OC 
OC 
OX 
RN 
RP 
RX 
RA 
RT 
RT 
RL 
CC 
CC 
DR 



KV2C_MOUSE STANDARD; PRT; 113 AA. 

P01628; 

21-JUL-1986 (Rel. 01, Created) 

21-JUL-1986 (Rel. 01, Last sequence update) 

15-JUL-1999 (Rel. 38, Last annotation update) 

Ig kappa chain V-II region MOPC 511. 

Mus musculus (Mouse) . 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae - Mus 
NCBI_TaxID=10090; 
[1] 

SEQUENCE . 

MEDLINE=81052 016; PubMed=67763 96 ; 
Appella E . ; 

"Amino acid sequence of the light chain variable region of M511, a 
phosphorylcholine -binding murine myeloma protein."; 
Mol. Immunol. 17:711-718(1980). 

-!- MISCELLANEOUS: THIS CHAIN WAS ISOLATED FROM A MYELOMA PROTEIN THAT 

BINDS PHOSPHORYLCHOLINE. 
?IR; A01910; KVMS51. 



DR 


HSSP; P80362; 1WTL 








DR 


InterPro; 


IPR007110; Ig-like 






DR 


InterPro; 


IPR003596; Ig v. 






DR 


Pfam; PF00047; ig ; 


1 . 






DR 


SMART; SM00406; IGV; 1. 






DR 


PROSITE; 


PS50835; 


IG LIKE; 1 






KW 


Immunoglobulin V region. 






FT 


DOMAIN 


1 


23 


FRAMEWORK- 1 . 




FT 


DOMAIN 


24 


39 


COMPLEMENTAR I T Y - DETERMINING - 


1 . 


FT 


DOMAIN 


40 


54 


FRAMEWORK -2 . 




FT 


DOMAIN 


55 


61 


COMPLEMENTARITY-DETERMINING- 


2 . 


FT 


DOMAIN 


62 


93 


FRAMEWORK- 3 . 




FT 


DOMAIN 


94 


102 


COMPLEMENTARITY-DETERMINING- 


3 . 


FT 


DOMAIN 


103 


112 


FRAMEWORK- 4 . 




FT 


DISULFID 


23 


93 


BY SIMILARITY. 




FT 


NON_TER 


113 


113 






SQ 


SEQUENCE 


113 AA; 


12496 MW; 


EFB0DC4DA2BD3450 CRC64 ; 





Qy 
Db 

Qy 

Db 



Query Match 53.9%; Score 373; DB 1; Length 113; 

Best Local Similarity 64.9%; Pred. No. 5.7e-30; 

Matches 72; Conservative 16; Mismatches 23; Indels 0; Gaps 0; 

22 WMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRLIYLVSKLDS 81 

Ihlhlll IIIMIII II I |||: llh | 



IVITQDELSKPVTSGESVSISCRSSKSLLYKDGKTYLNWFLQGPQQSPRLLI 



YLMSTRAS 61 



82 GVPDRFTGSGSGTDFTLKISRIEAEDLGLYYCWQGTHFPRTFGGGTKLEIK 132 

II lll--MIIIIIII|:|l|::|||:|:||| | :| ||| 'I'M 
62 GVSDRFSGSGSGTDFTLEISRVKAEDVGVYYCQQLVEYPLTFGAGTKLELK 112 



Search completed: May 17, 2004, 11:31:05 
Job time : 10.7778 sees 



